Cloning of, and studies on, genes coding for subtilisins Carlsberg and BPN' by Jacobs, Myra Freda
  
 
University of Warwick institutional repository: http://go.warwick.ac.uk/wrap  
 
A Thesis Submitted for the Degree of PhD at the University of Warwick 
 
http://go.warwick.ac.uk/wrap/60450  
 
This thesis is made available online and is protected by original copyright.  
Please scroll down to view the document itself.  
Please refer to the repository record for this item for information to help you to 
cite it. Our policy information is available from the repository home page.  
 
 
 
 
cr.aUNG OF, AND S'IUDIES ON, GENES CODIN'G FOR
SUBTILISIN'S CARLSBERGAND BPN I
by
Myra Freda Jacobs B.Se. (Hons. )
This thesis is presented for the degree of
nJetor of Philosophy
Depart:Irent of Biological Sciences
University of WarNick
England
Cctoh;r 1986
BEST COpy
•
,AVAILABLE·
. .
. .;~. . '-
. Variable print quality
TEXT
CUT OFF IN THE
ORIGINAL
PAGE
NUMBERS
CUTOFF
IN THE
ORIGINAL
PAGE
TABLE OF CONTENTS
TABLE OF CCNI'ENTS
LIST OF ILLUSTRATIONS
LIST OF TABLES
ACKNCWLEIX:iEMENTS
DEx::r.ARATION
ABBREVIATICNS
SUMMARY
i
iix
ix
x
xi
xii
xiv
i
PAGE
CHAPTER I: INTRODUCTICN
I.1 General Aspects 1
I.1 .1
I.1.2
I.1.3
Industrial Importance of the Bacilli
r-blecular Genetics & Industrial Microbiology
Process of Sporulation in the Bacilli
1
2
4
I.2.1
I.2.2
Characterization & Relationsr~p to Sporulation
Extracellular Proteases
Diversity of Proteases Produced by Bacillus spp. SI.2
5'
7
I.2.2.1
I.2.2.2
I.2.2.3
I.2.2.4
I.2.2.S
I.2.2.6
I.2.2.7
I.2.2.8
I.2.2.9
I.2.2.10
I.2.3
Alkaline Serine Proteases ~(APR):Characterization
apr Gene; 3-D Protein Structure
Active Site Studies
Relationship of APRto SFOrulation
Neutral l-Etalloproteases (NPR): Characterization
npr Gene
Relationship of NPR to SFOrulation
Esterase/Bacillopeptidase F: Characterization
Relationship of Esterase to SFOrulation
Miscellaneous.
Intracellular Proteases & Esterases
7
9
10
11
13
14
1S
16
19
19
19
I.2.3.1
I.2.3.2
I.2.3.3
I.2.3.3.1
I.2.3.3.2
I.2.3.3.3
I.2.3.4
I.2.3.S
Characterization & Diversity
ISP-I
Relationship of ISP to sporulatfon
Indirect Evidence
ISP-I ts Mutants & SFOreProtease
ISP-I Gene: Effects of Overproduction, A ISP-I
ISP-II
Membrane-BoundProteases
19
21
21
21
22
24
26
26
I.3 •Transcriptional COntrol of Bacillus Expression 27
I.3.1
I.3.2
I.3.3
I.3.4
I.3.S
I.3.S.1
I.3.S.2
I.3.S.3
I.3.S.4
I.3.S.S
I.3.6
I.3.7
I.3.8
I.3.9
I.3.10
I.3.11
I.3.12
I.3.13
SigmaFactors 27
Surrmaryof Properties of SigmaFactors 30
l-Ethodology Used in Transcription Studies 30
Sigma-43/SS Promoters 31
Sigma-37 & -32 Promoters 33
P43 Gene, Sigmas -37 & -43, Same Start Site 34
ctc ,Sigmas -37,-32,-29; Differential Interaction 34
SPO\t;,Sigmas -37,-32,-29; Different Start Sites 36
Subtilisin Gene,Sigma -37; Two start Sites 37
B.lichenifonnis APase,<r37,-43; Separate Genes 38
Sigma-28 Promoters 38
Sporulation-Specific Sigma-29 39
Other Sigma & Transcriptional Regulatory Factors 41
RNA Polyrrerase l-txlification: Interspecies Barrier? 44
Horrologies Between Major SigmaFactors 46
Hanologies Between Minor SigmaFactors 46
Hanologies Between Phage-EncodedSigmaFactors 48
SigmaFactors as Regulatory Targets 49
i1
PAGE '-
I.4 General Regulation of Bacillus ~~e Exoression 49
I.4.1 Control of EXoenzyn'e Synthesis 49
I.4.2 Catabolite Repression SO
I.4.2.1 Cyclic Nucleotides 50
I.4.2.2 Catabolite Repression of Inducible Enzyrres 51
I.4.3 Stringent Response,Cyclic Nucleotides & SfOrulation 52
I.s Specific RegulatoEl Loci for Exoenzyrre Synthesis 53
LS.1.1 ~-AmylaseProductionJ amyR1,-fa 53
I.s.1.2 TlmicamycinResistant Mutants-;-~ Amplification SS
I.S.2 NPRProduction1 nprR1,-B, 55
I.6 PleiotroEic Regulation of Exoenzyrnes 56
I.6.1 ~,~,a.m\1B 55
I.6.2 ~ 58
I.6.3 l:!E!:, scoC & catA 59
I.6.4 Other Cloned Pleiotropic Loci 60
I.6.S Stage 0 SfOrulation Mutants 61
I.6.s.1 Hierarchy of ~ !.oci 61
I.6.s.2 ~ Gene Products:II:JWAbundanceTranscript,ional
Activators 62
I.6.S.3· Effect of ~ Mutations on Subtilisin Expression 63
I.6.S.4 Involvem=.ntof <1-43in Scorulation Initiation 64
I.6.S.S EXtragenic ~ Suppressors1 Ne~rk. Concept 65
I.7 Translational Control of Expression 66
I.7.1 Translational Initiation in E. coli 66
I.7.2 CodonUsage in E. coli & B. subtilis 67
I.7.3 Translation of Gram-negative mRNAs in Bacillus 68
I.7.4 'Ire Gram-positive Shine-Dalgarno Hyp:>thesis 69
I.8 Zynogens 71
I.8.1 Inactive Protease Precursors 71
I.8.2 Bacillus Exoproteases 72
I.9 Secretion of Proteins 74
I.9.1 Signal Sequences 74
I.9.2 'nle Secretory Machinery 76
I.9.2.1 Secretory Machinery in Eukaryotes 77
I.9.2.2 Secretory ~.achinery in E. coli 77
I.9.2.3 Secretory Machinery in B. subtilis 79
I.10 Expression-Secretion S~stems in Bacillus 79
r.ro.t WhySecretion of Foreign PrOducts is Desirable 79
I.l0.2 PBquirerrents of Expression-Secretion Systems 80
I.10.3 Different Waysof Meeting These Requirerrents 81
I.l0.3.l Vector Stability & ChroItcsomal Integration 81
I.10.3.2 3' mRNA Stabilization 85
I.l0.3.3 Processing of Secreted Fusion Proteins 86
I.10.3.4 The Protease Problem 88
I. 10.4 Opti.tuzation 89
I.10.4.l Culture ~um & Growth Conditions 89
I.10.4 Use of Intergenic !.oci that Enhance Secretion 90
I.10 .5 E. coli as Host for Expression-Secretion Vectors 90
I.ll Reasons for Undertaking this Project 92
iii
CHAPTER II:
PAGE
~mTERIALS AND METHODS
II.1.1
II.1 .2
II.1 .3
II.2
II.3
II.3.1
II.3.1.1
II.3.1.2
II.3.2
II.3.2.1
II.3.2.2
II.3.2.3
II.3.3
II.3.3.1
II.3.3.2
II.3.3.3
II.4
Enzymes, Chemicals, Biochemicals 93
Computer Software 93
Strains and Plasmids 93
General Media & Buffers 93
DNA Preparations 93
Chromosomal DNA Preparation 94
Miniscale 94
Large Scale 94
Plasmid Preparation 95
Miniscale 95
Low Copy Number Plasmids 96
Large Scale 96
Lambda DNA Preparation 97
Titrating Stock: One Plate Method 98
Plate Lysate Preparation 98
Large Scale Lambda DNA Preparation 98
Transformation Procedures 99
II.4.1
II.4.2
II.4.3
II.4.4
II.4.4.1
II.4.4.2
II.4.5
II.4.6
II.4.7
II.s
II.6
II.7
Competent Cell Preparation: B. subtilis 99
Transformation of B. subtilis1:ompetent Cells 101
B. subtilis Protoplast Transformation 101
Transfonnationof B. lichenifornUsCompetentCells 102
Method of Sherratt & Collins 102
Method of R. Runi 103
Transfonnationof B. licheniformis Protoplasts 104
Preparation of E.coli Competent Cells 105
Transformation of E. coli Competent Cells 106
Preparationof RNA from B. licheniformis 106
51-Nuclease Mapping 107
Labelling Technigues 10B
II.7.1
II.7.2
II.7.2.1
II.7.2.2
II.7.3
II.8
Nick-Translation 10B
End-Labelling " 109
Labellingof Recessed3' Ends (Filling-out") 109
LabellingEnds With 3' OVerhang 109
Kinasing of linkers & Oligomer Probes 110
Hybridization Techniques 111
II.B.1
II.B.2
II.B.3
II.8.4
II.9
Southern Blotting 111
Colony Hybridization: E. coli 111
Colony Hybridization: B. subtilis 112
Northern Blottting 113
Enzyme Assays 113
II.9.1
II.9.1.1
II. 9 • 1 .2
II.9.2 '
II.10
II.11
II.12
Proteolytic Activity Determinations
Plate Assay
.Azocoll Assay
Xylosidase Assay
Selection of ,TetS Colonies
P1 Transduction
113
113
114
115
116
116
,Gels 117
II.12.1
II.12.2
II.12.3
II.12.4
II.13
.Non-Denaturing
Denaturing
SDS Protein Gels
Preparation of Samples for SDS gels
117
118
118
120
120Western Blot
iv
II.14 DNA Sequencing
PAGE
121
II.14.1
II.14.2
II.14.2.1
II.14.2.2
II.14.2.3
II.15
II.16
II.17
II.18
Maxam & Gilbert, Chemical Sequencing
Sanger Method in M13, Enzymatic Method
Miniprep for double-Stranded M13 RF Form
Preparation of Single-Stranded Template
The Sequencing Reactions
Ouchterlony Double Diffusion Plates
Removal of 5' Phosphate
DNA Extraction From Gels
cDNA Synthesis (One Strand)
v
121
124
124
125
126
127
129
129
129
a!APTER III
PAGE
CI.CNING & CHAAACTERIZATICNof the GENEfor SUBTILISINCARLSBERc..
III.1 Cloning Strategy 130
Finding a Strain that Secretes Subtilisin Carlsberg134III.2
III.3 Cloning a Portion of the Coding SeQuence 134
III.3.1
III.3.2
III.3.2.1
III.3.2.2
III.3.3
III.3.3.1
III.3.3.2
Synt.~sis of Oligorceric Probes
ChroIrosanal Mapping
Finding the Correct Hybridization Conditions
PreUlninary Chrorrosorral Map
Cloning the HindIII-HaeIII 0.9 kb Fragment
Restriction Analysis of Probe-Positive Clones
Sequence Confinns Cloned Fragnent from Carlsberg
Gene
134
135
135
.135
135
136
137
III.4 Cloning a Fragrrent Overlappinq the 5' End of Gene 138
III.S
Identification of a Suitable Fragment for Cloning 138
Construction of Cloning Vectors for BclI Fragment 139
Cloning an Upstream Overlapping Fragnent in 'A 141
Cloning BclI Fragrrent in I.t:Jw Copy Number Conditions 143
B. subtilis System 143
E. coli System 143
Structural Analysis of FMJ2 144
COespMJ2 Carry an IS Sequence? 145
Were 2 BclI Fragnents Cloned Simultaneously? 147
Instability of pM12 in dam- Strain
Defining the 5' Limit of the Clones 151
III.4.1
III.4.2
III.4.3
III.4.4
III.4.4.1
III.4.4.2
III.4.4.2.1
;:III.4.4.2.2
III.4.4.2.3
III.s.1
III.5.2
Fine Pestriction Mapping of the Subtilisin IDcu.s 151
Conparing 'As7and pM12 152
.Sequence of Carlsberg Gene:& Flanking-Reqions .. 153
The Sequencing Strategy 153
Open Reading Frane 153
Conparison with Other Subtilisin Genes 154
Secondal:y Structure Predictions 155
Upstream Gene Flanking Region 155
DownstreamFlanking Region 159
II!.6
III.6.1
III.6.2
III.6.2.1
III.6.2.2
III.6.3
III.6.4
III.7 Expression of the Subtilisin Carlsberg ~~ 159
III.7.S
Assembling the C~e 159
Transfer of Gene to Gram-Positive Peplicon 160
Expression of Gene with Heterologous Pronoters 160
Processing of Prepro- Subtilisin 163
Testing pMJ2 "Upstream" Sequences for Prorroter
Activity 168
Expression of Subtilisin Carlsberg from its Own
Praroter 169
III.7.1
III.7.2.1
III.7.2.2
III.7.3
III.7.4
III.8 Mapping Transcriotional Start & Termination Sites 172 -III.8.1
III.8.2
III.8.3
III.9
Isolation of mRNA from ~liche."liformis Expressing
Subtilisin Carlsberg 172
Locating tr~ Transcriptior41 Start Site 174
Mapping the Transcriptional Tenninator 178
Alternative Strategy for Cloning Strong Prorroters 181
II!. 9.1
11I.9.2
Construction of p1'1J50,a Prorroter Cloning Vector 183
Testing pMJ50by Cloning a Prorroter into the Unique
ClaI Site 185
vi
PAGE
CHJ!..PI'ER IV: CI.QUNG of a GENE for SUBTILISINBPN' and GENERATION
of aB. subtilis SUBTILISJNDELETIONMUTANT
IV.1
IV.2
IV.3
Reasons for Undertaking Cloning of BPN' Gene
Outline of Cloning Strategy
188
189
Chr0rr050m3.lMapping, Selecting. Fragrrent for Cloning 189
Use of Heterologous Probes 189
Preliminary Ch..roIrosomalRestriction l>1ap 190
Details of Cloning Procedure 191
Results of Screening for Subtilisin Clones 192
Sequencing the Subtilisin Gene of MFJ93 193
IV.3.1
IV.3.2
IV.3.3
IV.3.4
IV.4
IV.4.1
IV.4.2
IV.S '
Sequencing Strategy & Results 193
Comparison with Other B. subtilis SUbtilisin Clones 194
Expression of the Cloned Gene in B. subtilis 196
Recloning on a GramrPositive Vector 196
pMJ6Transfonnants Overproduce SUbtilisin 196
IV.S.1
IV.S.2
IV.6 Generation of a B. subtilis ~apr Mutant 197
IV.7
Classical Procedure for Deletant Mutant Generation 197
Application to Systems Besides Yeast 198
Interaction of Plasmids with B. subtilis Chronosome199
SUbtilisin. Deletion Mutants 199
Gene Conversion by Linear Fragments 200
Construction of Plasrnids for Mutant Generation 202
Identification & Characterization of ~apr Mutants 204
Appearance on Skim-Milk Plates 20S
Analysis of MFJ1S7by Southern Hybridization 20S
Quantification of Exoprotease Produced by MFJ1S7 206
Trans~er of apr Deletion to B. subtilis 168
by cm Selection in Transformation with MFJ1S7DNA 209
apr Deletant Characterization by Immune Diffusion,
SDS-GelElectrophoresis a~ Western Blotting 210
Transformation of B. subtilis with pMJ20 213
Isolation of Upstream Sequences by Integration, &
Excision of pMJ14from the B. subtilis Chronosome 214
IV.6.1.1
IV.6.1.2
IV.6.1.3
IV.6.1.4
IV.6.2
IV.6.3
IV.6.4.1
IV.6.4.2
IV.6.4.3
IV.6.4.4
IV.6.S.1
IV.6.S.2
IV.6.6
CHAPI'ER V: CONCLUSIONS 217
APPENDIX 1
Jacobs et al (1985). NucL _Acids Res. 13, 8913 - 8926: Cloning, Sequencing
and Expression of subtilisin Carlsberg from Bacillus licheniforrnis.
APPENDIX 2
Restriction Sites in Sequenced Region in and around subtilisin Carlsberg Gene.
APPENDIX 3
Determination of subtilisin Carlsberg rnRNA Start Site by Primed eDNA Synthesis
APPENDIX 4
Transformation of B. licheniformis by Plasmid DNA
BIBLIo'";RAPHY 223
vii
PAGE
LIST OF ILLUSTRATIONS
FIGURE
1 Comparisonof SubtilisinSequences 9
2 ComparisonISP-I & SubtilisinCarlsberg 24
3 Partial GeneticMap of B. subtilis 50
4 Inrnunodiffusionof Culture Supernatants& Anti-s..t:ti.lis:in 134
5 MFJ29: ChromosomalRestrictionMappingwith Oligomeric
Probes 134
6 SouthernBlot: SubtilisinCarlsbergProbe-Positive
Plasmid Clones 136
7 RestrictionAnalysisof pMJl 137
8 StructuralAnalysisof pMJl 137
9 Constructionof CloningVectors for Bell Fragment 140
10 pMJ2 143
11 MFJ29: Fine UpstreamChromosomalRestrictionMapping 151
12 Comparisonof pMJ2 & Lambda s7 by SouthernAnalysis 152
13 SequencingStrategyfor CarlsbergGene 153
14 Sequence'of CarlsbergGene and FlankingRegions 153
15 Deduced SubtilisinPrepro-Peptides 155
16 Assemblingthe CarlsbergGene 159
17 Transferof CarlsbergGene to Gram-PositiveReplicon 160
18 Constructionof Plasmidsfor Expressionof Carlsberg
Gene with HeterologousPromoters 160
19 Skim-MilkPlate Assay for Exoproteasein Culture
Supernatantsof Various Strains 161
20 Expressionof CarlsbergGene with Heterologous
BacillusPromoters 161
21 ProtelnGels of CUlture SUpernatantsof Various Exo-
Protease-ProducingStrains 162
22 DelayedAppearanceof Subtilisinin the Medium When
Expressedby InducedxynB Promoter 164
23 Testing Cloned pMJ2 "Upstream"Sequencesfor Promoter
Activity 168
24 Assemblingthe CarlsbergGene for ExpressionFram its
0Nn Promoter 169
25 Northern Blot: B. licheniformissubtilisinmRNA 173
26 SI-NucleaseMapping of SubtilisinCarlsbergmRNA Start 174
27 Location of TranscriptionalTerminatorof CarlsbergGene 178
28 pMJ50: Integrative,Single-CopyPromoterCloning Vector 184
29 Testing pMJ50 with Alpha-AmylasePromoter 186
30 RestrictionMapping of B. subtilisSubtilisinBPN' Locus 190
31 Cloning of B. subtilisSubtilisinGene 191
32 Partial Sequenceof SubtilisinBPN' Gene 193
33 Sequenceof B. subtilis168 SubtilisinGene 194
34 Transfer of BPN' Gene to Gram-PositiveReplicon 196
35 Generationof ChromosomalDeletions:.Principle 197
36 Constructionof IntegrativePlasmids for DeletionMutant
Generation 202
37 AnticipatedResultsof SouthernAnalysis:.pMJ13
Integrants 203
38 SouthernAnalysisof pMJ13 and pMJ14 Integrants 205
39 apr DeletionMutants Fail to SecreteSubtilisin 211
iix
LIST OF ILLUSTRATIONS (continued)
PAGE
FIGURE
40 Structure of pMJ20 Integrants 213
41 Structure of pMJ14 Integrant and pMJ22 215
42 Precise Location of Subtilisin Carlsberg mRNA Start
Site by cDNA Synthesis and Secretion APPENDIX 3
LIST OF TABLES
TABLE
1
2
Consensus Sequences for B. subtilis Promoters
Composition of RNA polymerase during Different Stages
of Growth in B. subtilis
Homologies Between S~gma Factors
List of Bacterial Strains Used or Referred to in This
Study
List of PlasrnidsUsed in This Study
Hierarchy of ~ Loci
Overproduction of Carlsberg Enzyne using Heterologous
Prorroters
Overproduction of carlsberg Enzyrce using Own Prcm::>ter
Overproduction of Serine Protease by MFJ135
Reduced Serine Protease Activity of MFJ157
3
4
5
6
7
8
9
10
ix
29
29
46
93
93
61
162
170
197
207
ACKNOWLEGEMENTS
I would first of all like to thank Niels Fiil, who on Novo's
behalf, arranged support for this study, and made it possible
for me to complete this thesis.
In connection with the move to Denmark in 1983 that this en-
tailed, I wish to thank Ulla Rinus for practical help, and
Lasse Christiansen and Helle W~ldike for patient coaching in
Danish vowels. My less than perfect diction is not due to want
of effort on their part.
I am indebted to Jan-Ingmar Flock for having introduced me to
Bacillus during the time that we worked together in the former
Searle Research Laboratories, High Wycombe, and for having
borne the difficult task of supervising me from distant Sweden
with such enthusiasm. My thanks also go to Nick Mann for help-
ful criticism regarding this thesis and for smoothing out ad-
ministrative difficulties.
I wish to thank Kirsten Lundsgaard Jensen, Gitte Bak Poulsen
and Thea Gartner for much appreciated occasional technical
help, Lise Damkj~r and Karen Randrup especially for expert as-
sistance repectively in Western Blotting and cDNA synthesis,
and Northern Blotting. I wish to extend my thanks to the whole
of Genetisk Laboratorium for creating a pleasant working envi-
ronment.
I am especially grateful to Tove Christensen and Sven Hastrup
for their unfailing willingness to discuss results, and for
their sensible suggestions. Helle W~ldike has my thanks tao for
moderating my wilder speculations with similarly sound advice.
Many thanks go to Ulla Rinus and Marit Petersen for secretarial
assistance in preparing the thesis.
Lastly, I wish to thank my husband Michael Fuchs for his for-
bearance, for doing more than his share of the household chores
for so long, and for emerging from this thesis with still only
the vaguest notion of what a gene is.
MYRA JACOBS
October, 1986.
x
I declare that this thesis has been composed by myself, and has
not been used in any previous application for a degree.
The results presented are an account of my own w:)rk, carried out
under the sup=rvision of Dr. J-I. Flock in High Wycombe, England,
and BagSVcErd,Denmark.
Where experiroonts were carried out in collaboration with other
w:)rkers, their contribution is acknowledged in the text.
Myra Jacobs
cctccer 1986
xi
ABBREVIATICNS
20
3D
AA
At'
APase
APR, apr
c.
secondaJ:y
three-dinensional
amino acid
ampicillin
alkaline phosphatase
alkaline serine protease, and gene encoding
it ,respectively
amroniumpersulphate
Bacillus Genetic Stock Centre, Ohio State
University, USA
brorrophen:>lblue
bovine serum albumin
benzoylarginine ethyl ester
circa, approx.
cyclic AMP
catabolite activator protein
chlorarrp"enicol transacetylase
cornplerrentary DNA
chloramphenicol
chloramphenicol 200 ug/ml
sane as CAP
diisopropylphosphofluoride
diisopropylphosphoric ester
dithiothreitol
RNA polynerase core enzyme = (Ot.288')ethylenediamine tetraacetate
ethyleneglycol-bis (8-ami.no-ethyl ether)
N,N'-tetra-acetic acid
enzyme-linked immune-specific assay
erythromycin
furylacryloyl-glycyl-L-leucine amide
glutamine synthetase gene
glutamate synthase gene
hours
inosine nonophosphate
isopropyl-8-D-thiogalactoside
Insertion Sequence
Intracellular Serine Protease
kilodaltons
kilobases, kilabase pairs
kanamycin
Michaelis/catalytic rate constant
APS
BGSC
BPB
BSA
BAEE
cAMP
CAP
CAT
eDNA
~oo
CRP
DFP
DIP
DTI'
E
EIJrA
Ex;TA
Er.ISA
Emy
FAGIA
glnA
gltA
h
IMP
!Pro
IS
ISP
kO, kDa
kb, kbp
Km
~/kcat
LB
mins.
IDPS
MUX
ocm
L Broth
minutes
3(N-morpholino)propanesulfonic acid
4~thyl-urnbelliferyl-8-D-xylopyranoside
National Collection of Industrial Bacteria,
Torry Research Station, Aberdeen, Scotland
xii
NMP,NDP ,NTP
NPR, npr
nt
ORE"
pfu
PIPES
PMSF
~
Prt
PVP
RBS
so
Spo+
TO or To
T1, T2 etc
TAME
'!CA
Tet
TRIS
tt, ts
TN
wt
X, x
XCFF
X-g¥
Xyl
~
nucleoside rrono-', di -, triphosphate
neutral zretalloprotease,. and gene encoding
it, respectively
nucleotide
open reading frarre
plaque forming units
piperazine~,N'-bis(2-ethane-sulfonic acid)
phenylzrethylsulfonyl fluoride
p-nitro-phenyl-S-O-xyloside
exoprotease-producing phenotype
polyvinyl pyrrolidone
ribosome binding site
Shine-Oalgarno region
sporulation-positive phenotype
tine marking the cessation of exponential
growth
1, 2 hours after To
p-tosyl-L-arginine methyl ester
trichloroacetic acid
tetracycline
tris (hydroxyIrethyl)ami.noIrethane
test tube~ t.errperature sensitive
ultraviolet (light)
wild-type
tines
xylene cyanol dye
5-bromo-4-chloro-3-indolyl-S-D-galactos1de
xylosidase-posit1 ve phenotype
gene encoding xylosidase
xiii
SUMMARY
The alkaline serine proteases (subtilisins) secreted by the
Bacillus spp. can be categorized into two groups on the basis
of immunological cross-reactions. A gene coding for the Carls-
berg type was cloned from B. licheniformis (III), and one for
the BPN'/NOVO type, from B. subtilis (IV).
The subtilisin BPN' gene was partially characterized . The se-
quence and expression data obtained correspond well with those
observed by other~. In vitro substitution of part of the coding
sequence with the gene encoding chloramphenicol transacetylase
was followed by targeted integration into the Bacillus chromo-
some (IV.6). This resulted in a mutant strain having only c.
30\ exoproteolytic activity compared with wild-type, due speci-
fically to decreased serine protease secretion. Immunological-
ly, and by gel electrophoresis, no subtilisin could be detec-
ted. It was shown that the deletion was readily transferred to
closely related strains by selection for chloramphenicol resis-
tance. In combination with other mutations, the subtilisin de-
letion could form the basis for a better Bacillus host for the
synthesis of foreign proteins.
The subtilisin Carlsberg gene was cloned and characterized. The
sequence data obtained (II.6) ,allowed, for the first time, a
comparison of the entire precursor coding sequence with those
available for enzymes of the BPN' type (Appendix 1). Overpro-
duction of the gene product in B. subtilis was achieved, both
from the endogenous promoter (III.7.5), and from two heterolo-
gous promoters (III.7.2.2). It was demonstrated by various
techniques that the extra exoprotease production was due spe-
cifically to synthesis of the Carlsberg enzyme. Results with
the heterologous promoters pointed to a significant delay be-
fore the appearance of subtilisin in the medium, probably due
to post-transcriptional factors (III.7.3). Using mRNA extracted
from B. 1icheniformis, the transcriptional terminator was lo-
cated precisely (III.8.3). Transcriptional initiation site de-
termination was attempted by two different procedures. Two
sites were approximated by the S1 mapping technique (III.8.2).
In contrast, cDNA synthesis and sequencing pointed to a single
start site (Appendix 3). The relation of these sites to iden-
tifiable elements in the sequences up- and downstream from the
gene is discussed.
The Carlsberg gene was cloned only with difficulty, unlike the
homologous gene for subtilisin BPN'. Possible reasons for this,
and alternative cloning strategies, are discussed (III.9; V).
Chapter I: INTRODUCTION
1.1 General Aspects
The cloning of subtilisin genes was undertaken because of
the many fields of interest that would be open to explor-
ation once the genes were to hand. The topics discussed in
this Introduction give some idea of the range of different
aspects of physiological , biochemical and biotechnological
interest that a study of the subtilisin gene offers.
Quite apart from the potential to exploit the genes for pur-
poses of enzyme production or the synthesis of foreign pro-
ducts, elucidation of the complex regulation of the subtili-
sin genes will continue to fascinate molecular biologists
for some time to corne.
1,1,1 Industrial Importance of the Bacilli
The genus Bacillus, which comprises a heterogenous group of
Gram-positive, aerobic, spore forming, soil organisms, have
been widely used in the biotechnology inaustry. Almost all
species secrete a wide variety of antibiotics and hydrolytic
enzymes. The latter have properties that reflect the natural
habitats, which include some environments characterized by
extremes of pH and temperature.
In addition there are other aspects which have made the ba~
cilli attractive to use in the large scale demanded by ind-
ustry: most species are non-pathogenic for man and animals,
the genetics of Bacillus subti1is 168 have been intensively
studied and are fairly well understood, and the organisms
are relatively easy to cultivate on simple substrates.
A comprehensive review of the extracellular enzymes produced
by Bacillus spp. has been made (Priest, 1977), and the com-
mercial applications of exoenzymes have also been discussed
in detail (Fogarty et aI, 1974a&b; Debabov, 1982). The insec-
ticidal delta endotoxins produced by B. thuringiensis have
- 1 -
differential specificities for various genera, and may well
find wider commercial application in the future (Haider et
aI, 1986; Herrnstadt et aI, 1986).
The brewing and detergent industries in particular have cre-
ated an enormous market for the proteases and amylases of
Bacillus spp. Until recently micro-organisms for industrial
application have been selected by the methods of classical
microbiology viz. screening of natural isolates for desired
properties, followed by extensive mutagenesis to increase
yields to cost-effective levels.
1,1,2 Molecular Genetics and Industrial Microbiology
Recent advances in molecular genetics have provided more
sophisticated routes to produce an enzyme with useful pro-
perties in high yield. A few of the new possibilities are
listed below.
1) Cloning of structural genes and regulatory loci offers a
means of improving yield by raising gene copy number, though
possibly not to the levels above those obtainable by a rigo-
rous traditional programme of mutagenesis and selection.
2) The properties of an enzyme may be changed by several
routes apart from chemical modification (which was reviewed
recently by Kaiser et aI, 1985). Given the 3-dimensional
structure of an enzyme, the technique of site-specific muta-
genesis can be applied to selected regions of the correspon-
ding cloned gene and specific codons altered ("Protein Engi-
neering"). It has already been demonstrated that the cataly-
tic characteristics of an enzyme can be improved in this way
(Wilkinson et aI, 1984).
The technique has also been applied to a subtilisin, one of a
class of alkaline serine proteases secreted by most Bacillus
spp. Among the subtilisins, the Carlsberg type has for some
years been the enzyme produced in larger amounts than any
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other worldwide (Aunstrup et aI, 1979). Methionine-222, which
is responsible for the enzyme activity's susceptibility to
oxidation (Stauffer & Etson, 1969), was replaced with cysteine
by site-specific mutagenesis to produce a more resistant and
industrially useful enzyme (Estell et aI, 1985). Other changes
have resulted in modified subtilisin enzymes with increased
specific activity ie. K~/kcat (Wells, personal communication).
3) Genes for related enzymes may be combined in vivo by in-
tramolecular combination on a plasmid (Michel et aI, 1982),
or in vitro to yield chimeric enzymes having a combination
of the properties of the parental gene products and possibly
altered substrate specificity. By application of the in vivo
route in E, coli, workers at Genentech have derived a-amyla-
ses having specific activity and thermostability intermedi-
ate between the 2 parental enzymes,which had either a high
activity (ex B. licheniformis) or good thermostability (ex
B. stearothermophilus) (Gray et aI, 1986). This approach has
also been applied to the subtilisins. Such recombination has
the advantage over site-specific mutagenesis in that no de-
tailed knowledge of the 30 structure is required, and hybrids
can rapidly be generated. The screening of the properties of
the hybrid enzymes is however very labour-intensive.
4) The ability of the bacilli to secrete large amounts of
products into the medium, from which they can readily bereco-
vered, has made them apparently attractive hosts for the ex-
pression of heterologous genes. So-called expression-secretion
vectors, where endogenous signals for transcription, transla-
tion and export of the protein product are fused to the hete-
rologous gene have been developed - both as episomes and as
chromosomally integrated systems and are discussed below in
section I.10.
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I.1.3 The Process of Sporulation in the Bacilli
In response to nutrient deprivation, the bacilli enter a
developmental program that culminates in the formation of
an endospore. The vegetative cells cease normal cell divi-
sion, and partition into the sporangium and forespore. This
matures and is ultimately liberated by lysis from the mo-
ther cell as a heat-resistant spore. The sporulation pro-
cess has been the subject of intensive investigation and
has served as a primitive model for cell differentiation
and regulated expression.
An electron microscopic study of the process in B. subtilis
identified 6 cytological stages (Ryter, 1965) and was fol-
lowed by an investigation of mutants, which can be isolated
with a blockage at all of the stages described (Ryter et al,
1966) .
The morphological changes observed are the result of exten-
sive alterations in the biochemistry of the organism, and
some of these events have been correlated temporally with
the various stages in the development of the spore (Warren,
1968) •
At least 30 loci affecting sporulation have been identified
and mapped (Hoch, 1976; Piggot & Coote, 1976). For the
purposes of the discussion that follows below of transcrip-
tional regulation in B. subtilis, of proteases produced by
the Bacillus spp., and the regulation and physiolog~cal
role of the exopro~ease subtilisin in particular, the ~
genes are the most relevant. ~ mutants are arrested at
stage 0, the earliest stage in endospore development: they
fail to accumulate chromosomal material at one pole of the
cell and do not form a septum i.e. they do not display any
of the morphological changes associated with spore formation.
A failure to secrete serine protease at the end of exponen-
tial growth is a genetic marker for ~ mutants (Pigott &
Coote, 1976) .
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I.2: Diversity of Proteases Produced by Bacillus spp.
I.2.1 Characterization and Relationship to Sporulation.
After the end of exponential growth, B.subtilis and related
species secrete several enzymes as a result of de novo syn-
thesis, including proteases, RNAases and amylases (Coleman,
1967).
A temporal relationship was established early on between the
maximal rate of exoprotease production and the onset of spo-
rulation for B. licheniformis (Bernlohr, 1964), B. subtilis
(Coleman, 1967), and B. cereus (Levinsohn & Aronson, 1967).
Even though several reports in the 1950s indicated that at
least 2 proteolytic activities were present in the medium,
many later studies assumed that a single protease was secre-
ted (eg. Coleman 1967). However, first one (Rappaport et aI,
1965), then 2 different serine protease activities were de-
fined in the B. subtilis culture medium, one having also ap-
preciable esterase activity (Boyer & Carlton, 1968). A neu-
tral zinc-requiring enzyme had also been described (McConn
et aI, 1964) and it was later established that all three
activities are typically found in culture supernatants of
some Bacillus spp.(Prestidge et aI, 1971; Millet, 1970 ; Hall
et aI, 1966), albeit with some species differences. B.liche-
niformis for example, produces little neutral protease; ~
cereus produces levels of serine protease 50 low they have
escaped detection in some studies (cf. Sadoff et al, 1970;
Millet, 1969).
Mandlestam suggested criteria for categorizing the biochem-
ical events leading to spore formation (Dancer & Mandlestam,
1975b): (1) the main primary "dependent" events, (2) side-
effects triggered by events in the primary sequence and (3)
changes in vegetative functions that occur due to changes in
cultural conditions to which the cells are exposed when spo-
rulation is induced. These latter changes are not involved
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in the sporulation process.
With these criteria the relatedness of exoenzyme production
to sporulation can be formulated as: whether exoenzymes are
necessary for sporulation to occur, or whether certain steps
of the sporulation sequence are necessary for triggering
exoenzyme synthesis.
In many studies on sporulation-defective mutants , both ex-
tracellular amylase and protease production have been mea-
sured, as secretion of these is often affected simultane-
ously. It was soon apparent that the above questions can be
answered in the negative for amylase: some ~ mutants have
normal a-amylase production, but do not secrete protease,
and ~ mutants sporulate normally (Schaeffer, 1969). When
grown on starch, Br subtilis produces amylase throughout
vegetative growth and not just post-exponentially (Welker &
Campbell, 1967b). Thymidine starvation, which inhibits sporu-
lation, inhibits exoprotease production as well as RNAase,
but leaves alpha-amylase synthesis unaffected (Dancer & Man-
delstam, 1975b). Amylase falls thus into Mandelstam's 3rd
category.
The situation has however been far from clear-cut for the
exoproteases, especially the serine protease.
The study of early-blocked sporulation mutants, defective in
many characters including exoenzyme production, suggested
that exoprotease production is an obligatory step in the spo-
rulation process (Ballassa, 1969; Mandelstam & Waites, 1968;
Michel & Millet, 1970).
For many years, all mutants isolated with impaired serine
protease activity were also defective in sporulation (Dan-
cer & Mandelstam, 1975b) although not all Spo mutants
- +'are Prt . Reversion to the Spo phenotype was accom-
panied by the ability to produce exoprotease (Schaeffer,
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1969), and, as mentioned above, loss of this ability serves as
a genetic marker for ~ mutations (Piggot & Coote, 1976).
Below, the various proteases that have been characterized
in the bacilli are described individually. A recent review
of this kind is not available elsewhere. An appreciation of
the multiplicity of proteolytic activities in Bacillus is
required for an evaluation of I.10.3.4., (where the use of
Bacillus as a host for heterologous gene expression is dis-
cussed ), as well as my own work presented in Chapter IV.
It has recently been established unequivocally that neither
of the major exoproteases is essential for sporulation.
The numerous earlier investigations addressing the question
of a "dependent· role for the proteases is thus reevaluated
critically. The relevant data for each individual exo- and
intracellular protease are summarized under separate head-
ings (I.2.2.4,-7,-9, I.2.3.3).
The accumulated data illustrate the complexity of post-ex-
ponential protease expression in Bacillus, and the diffi-
culties in assigning roles to individual activities before
the relevant cloned genes are to hand.
As pointed out by Priest (1977) and others, any attempt to
correlate studies on Bacillus proteases must contend with
the confusion in the literature attributable to several
causes, not least the misclassification of strains. The use
of different media and individual assays by the various wor-
kers in the field also makes correlation more difficult.
I.2.2 Extracellular Proteases
I.2.2.1 Alkaline Serine Proteases I APR (Subtilisins):
Characterization and Diyersity
One of the first proteinases to be isolated in pure form
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from the Bacillus spp. was subtilisin Carlsberg, produced
by what was erroneously classified as an asporogenous ~
subtilis strain (Guntelberg, 1956; Guntelberg & Ottesen,
1956). It was characterized as having a pH optimum in the
alkaline range and w'as inhibited by DFP.
It subsequently became clear that protease of this type is
produced by both B. licheniformis and B. pumilus strains
but not by B. subtilis spp. (Keay & Moser, 1969), after the
end of exponential growth (Bernlohr, 1964). Closely related
proteases, (subtilisins BPN', NOVO and subtilisin Amylosac-
chariticus) that can, however, be distinguished from the
Carlsberg-type enzyme both immunologically and by virtue of
having one extra amino acid residue (making a total of 215),
are secreted by B. amyloliguefaciens and B. subtilis spp.
The frequently used strain B. subtilis NRRLB 3411, which
produces a BPN' type enzyme (Keay and Moser, 1969) is most
probably a strain of B. amyloliguefaciens (Vasantha et aI,
1984). The amino acid sequences of several of the enzymes
mentioned above were determined by Smith and coworkers:
subtilisin Carlsberg (Smith, et al 1968); subtilisin BPN'
(Markland & Smith, 1967), subtilisin NOVO (Olaitan et aI,
1968) (The latter is identical to BPN' both beinq secreted
by B. amyloliquefaciens spp. (Welker and Campbell ,1967a&b),and
the names merely reflecting different commercial sources);
and subtilisin Amylosacchariticus (Kurihara et aI, 1972)
which is secreted by a variety of B. subtilis.
More recently the primary amino acid sequence of subtilisin
DY, which is very similar to subtilisin Carlsberg was pub-
lished (Nedkov et aI, 1985), as well as that of "alkaline
mesentericopeptidase", which is secreted by a B, mesente-
ricus strain, and shows striking homology especially to
subtilisin amylosacchariticus (Svendsen et aI, 1986). A
thermostable alkaline proteinase HthermitaseH made by Ther-
moactinomyces vulgaris has also been sequenced and this
cysteine-protease has undoubted homology to the subtilisins
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(Meloun et aI, 1985).
1.2.2.2 apr Gene: 3-Djmensional Protein Structure
Genes coding for a number of subtilisins from reliably
classified strains have been cloned: B. amyloliguefaciens:
Wells et aI, 1983; Vasantha et aI, 1984; B. subtilis: Stahl
and Ferrari, 1984; Wong et aI, 1984; B. licheniformis: Jacobs
et aI, 1985. The ~ gene has been mapped and lies between
g.lYli and mtlI? ("~" Henner & Hoch, 1980; Stahl & Ferrari,
1984). In Figure 1 the amino acid sequence determined from
purified enzymes and those deduced from the coding sequences
of cloned genes are compared. From Figure 1 the relationships
between the sequences are obvious and the provenance of the
various subtilisin types is at last unambiguous.
Cloning revealed that the primary translation products of
subtilisin genes have an N-terminal extension comprising a
"signal sequence" and a zymogen pro-region, which are dis-
cussed in more detail in sections 1.8.2 and 1.9.1.
The crystal structure of subtilisin BPN' was determined by
Wright et al (1969) and that of subtilisin NOVO by Drenth et
al (1972). With one exception, the 84 residues of the total
275 present in BPN' that differ in subtilisin Carlsberg,oc-
cur on the molecule's exterior. Based on this fact, the 3-
dimensional structure of subtilisin Carlsberg was assumed to
be the same as that of BPN'. This was only recently demon-
strated to in fact be the case (McPhalen et aI, 1985a; Bode
et aI, 1986). The latest study revealed a ca2+ ion with-
in the Leu75-Thr79 loop, which is liganded to several nearby
AAs. Similarly, two ca2+ ions have been placed in the
SPN' structure, where the second is liganded to Glu195, Asp-
197 and Tyr171 (Genex, personal communication).The crystal
structure of SPN' complexed to specific inhibitors has also
been determined (Mitsui et aI, 1977; McPhalen et aI, 1985b).
Within the primary sequence there are a number of repetitions,
suggesting evolution from a subunit (Smith et aI, 1968), but
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this was not supported by an analysis of the coding sequence
(Jacobs et al, 1985).
Comparisons of protein structure, physiochemical character-
istics, substrate specificities and active site studies of
the subtilisins have been made (Ottesen & Svendsen, 1970;
Markland and Smith, 1971). The chemical modification of the
subtilisins and' resulting effects on substrate binding have
also been reviewed (Svendsen, 1976).
I.2.2.3 Active Site Studies
The involvement of Serine-221 in the active site of subti-
lisin was first suggested by the observation that the en-
zyme is inactivated by DFP. The active serine was identi-
fied after partial acid hydrolysis of subtilisin NOVO and
isolation of the 32p-DIP-labelled peptide (Sanger & Shaw,
1960), and is located in a stretch of highly conserved re-
sidues (See Figure 1). As one would expect, PMSF also in-
hibits the enzyme strongly by reaction with Ser221 (Otte-
sen & Svendsen, 1970). Histidine-64 has similarly been
shown to be involved at the active site by covalent attach-
ment to a labelled inhibitor benzyloxy-carbonyl-phenylala-
nine bromomethyl ketone (ZPBK) (Markland et aI, 1968).
A catalytic triad that is now known as the "charge relay
system" has been found in all serine proteases investigated
to date, including the bacterial subtilisins and the mamma-
lian pancreatic and plasma proteases (Fersht, 1985). Apart
from the Ser221 and His64 mentioned above, Asp32 has been
implicated by analogy with the pancreatic enzymes (Blow et
al, 1969). These three residues lie in a steric arrangement
in the 3-D crystal structure consistent with the proposed
catalytic mechanism, with their side groups within hydrogen-
bonding distance of one another (Ser and His, His and Asp
resp.), as demanded by the charge relay hypothesis. Modifi-
cation of the AAs involved in the catalytic triad by site-
specific mutagenesis leads to inactive gene products that
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cannot be exported from the cell (Powers et al,1986).
I.2.2.4 R~lationship of APR to Sporulation
Cloning of the. genes for the subtilisins was a priority for
many groups for several reasons, primarily (1) the possibi-
lity of altering the enzyme non-randomly both for mechanistic
studies and for commercial reasons (Thomas et al, 1985; Wells
& Powers, 1986: Newswatch of 18/11/85, 6/1/86, Fox, 1985) and
(2) a cloned gene offered the possibility of resolving unambi-
guously whether or not the serine protease is of consequence
in the sporulation process, which had been the subject of con-
troversy for many years.
Despite the existence of species of spore-formers which do not
seem to secrete a serine protease, such as B. megaterium
(Millet & Aubert, 1969), and which secrete very little if any
exoprotease at all~ such as B. brevis (Kurotsu et al, 1982),
sever~l lines of investigation helped to perpetuate the be-
lief in subtilisin's indispensible role in sporulation.These
were (a) ambiguous evidence from the pleiotropic sporulation
mutants mentioned above, (b) in vivo serine protease inhibi-
tor studies described in 1.2.3.3.1 (Dancer & Mandelstam,
1975a), and (c) ts mutants inadequately characterized as re-
gards reversion and complementation (Leighton et al, 1973).
As early as 1972, a structural gene mutation had been ob-
tained for subtilisin, but was not mapped. Shoer and Rappa-
port (1972) isolated a B. subtilis WI mutant with reduced
extracellular proteolytic activity that sporulated normally. A
mutant protein smaller than wild-type subtilisin was pro-
duced. Labelling of the mutant protein with 32p_DFP indica-
ted that only 1 in 53 molecules was active, suggesting ei-
ther a low level of suppression of a chain-terminating mu-
tation, or else contamination by another proteinase.
Mandelstam & Waites (1968) described a B. subtilis mutant
E22 which failed to secrete extracellular protease. This
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strain did not show the rapid intracellular protein turn-
over that proceeds sporulation in wild-type cells, and it
did not sporulate. They concluded that these phenomena were
attributable to loss of the serine exoprotease. Leighton et
al (1973) concluded similarly that the temperature sensi-
tive serine protease secreted by mutant ~ was responsible
for the blockage showed by the strain at stage 0 in sporu-
lation when grown at the nonpermissive temperature. Another
mutant, ~, was studied by Millet, and had a phenotype si-
milar to ~. At the permissive temperature, sporulation
could proceed, but the serine protease was more thermolabile
than wt. Reversion and transformation experiments succeeded
in separating 2 independent ts mutations: Spo+ transformants,
which nonetheless retain the impaired exoprotease, were ob-
tained (Millet et al, 1976). Indeed, mapping of the cloned
subtilisin gene has subsequently shown it to lie at a posi-
tion quite distinct from the ~ allele. Doi has suggested
that this mutation need not necessarily also comprise 2 in-
dependent lesions, but may encode a product that renders
subtilisin more thermolabile (Wong et aI, 1984). Both Man-
delstam's and Leighton's groups were persuaded that the
protease acted on the B-subunit of RNA polymerase in modi-
fying the vegetative form to the "sporulation-specific" :
such a modification had been reported (Losick et aI, 1970).
It had also been achieved in vitro using purified intracel-
lular serine protease, but not with serine exoprotease (Mil-
let et al, 1972). Modification of the a-subunit was how-
ever later shown to be an artefact of isolation (Linn et
al, 1973).
The controversy was finally resolved by the use of the clo-
ned subtilisin structural gene to generate a mutant in which
the wild-type allele has been replaced with a gene having an
in vitro-derived deletion of 684 bp in the coding sequence.
This strai~ BG2019, sporulates as well as the wild-type does
(Stahl & Ferrari, 1984). Kawamura & Doi (1984) have obtained
similar results with a smaller deletion. It can thus be con-
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cluded that subtilisin has but a "scavenger" function, i.e.
generates usable nutrients from macromolecules in the envi-
ronment when more accessible nutrients have been depleted.
Io202o5 Neutral metalloprotease/NPRj Characterization and
Diversity
Metal-chelator (eg EDTA, O-phenanthroline) -sensitive pro-
teinases active at neutral pH are widely distributed in mi-
cro-organisms, including the bacilli (Morihara, 1974). They
are not inhibited by -SH agents.
The metalloproteases are not as widely used industrially as
are the serine proteases. The enzyme obtained from B.amylo-
liguefaciens is the most widely used, and commercial prepa-
rations enriched for the neutral protease are obtained by
adjustment of fermentation medium and conditions, and also
by mutation of the host to reduce serine protease formation.
Some Bacillus species secrete only the metalloprotease
eg.Bomegaterjum (Millet et aI, 1969), Bo polymyxa, B,thermo-
proteolytjcus (Keay & Wildi, 1970) and Bo thurjngjensjs (Li
& Yousten, 1976).
First crystallized from Bo amyloliguefaciens in 1951 (Fuko-
moto & Negoro, 1951), the enzyme was further characterized
by Tsuru and coworkers (McConn et aI, 1964).
The neutral enzyme has also been isolated from Bo subtilis
var 0 amylosacchari ticus (Tsuru et al, 1966a&. b), . 1L._~egaterium
("megapeptidase", Millet & Aubert, 1969) Bo thuringiensis
(Li & Yousten, 1976) and Bo thermooroteolyticus ("thermo-
lysin", Endo, 1962; Matsubara, 1970).
The enzymes from these various sources have many common pro-
perties. The thermolysin is, howev~r, distinguished by its
exceptional heat-stability (retains 90\ activity after 30
mins. at 70oC, and 50\ after incubation at eooc for an hour).
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The other neutral proteases exhibit poor stability with re-
spect to heat, purification and.free~e-thawing.
1 g-atom zn2+ is present per 38-42 kd molecular weight, and
is essential for activity, while ca2+ is ~equired for struc-
tural stability and prevents autolysis.
The enzymes display limited activity on small peptide sub-
strates, and have no amidase or esterolytic activity, un-
like the subtilisins. Hydrophobic or bulky amino acid resi-
dues are preferred as the amino acid N-terminal to the pep-
tide bond to be cleaved (Matsubara & Feder, 1971; Morihara,
1974).
The "megapeptidase" is produced throughout exponential growth
in minimal medium; catabolite repression in complex medium
leads to secretion only during sporulation (Millet et al,1969).
On the basis of immunological studies, amino acid composi-
tion, comparative' stability, and activity on large substra-
tes, it was concluded that the commercially available NPRs
of Br subtilis NRRLB3411 (probably a B. amyloliguefaciens
strain) and B. subtilis var, amylosacchariticus were indis-
tinguishable, but were different from thermolysin. Megapep-
tidase was immunologically related to thermolysin (Keay, 1969;
Keay & Wildi, 1970).
1,2,2,6 npr Gene
Two ts ~utants were isolated where the substrate specifici-
ty and pH-optima of the altered enzymes were different from
wild-type, suggesting a mutation in the structural gene nprE.
This was mapped to a position between ~ and ~ (Uehara
et al, 1979).
There is a tightly linked regulatory locus nprR1. The nprR,
allele, isolated first in the Japanese strain Br nattQ, cau-
ses specific overproduction of neutral protease (Uehara et
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al,1974). NPR production is also regulated by loci which al-
so affect other enzymes eg ~ (Prestidge et aI, 1971;.Hig-
erd et al,1972), ~ and ~ (Dod & Balassa, 1978), pap-9,
~, ~ (Steinmetz et aI, 1976; Yoneda & Maruo, 1975).
Recently the neutral protease g~nes of B. subtilis (Yang ~t
aI, 1984), B. amyloliguefaciens (Vasantha et aI, 1984),
and the gene encoding the thermostable NPR of B.stearother-
mophilus (Fujii et aI, 1983) have been cloned. Sequencing and
in vitro transcription-translation (B. subtilis and amyloli-
guefaciens genes) show that, as is the case with alkaline pro-
tease, NPR is synthesized in a large pre-pro-form. The prima-
ry translation product includes a typical N-terminal "signal
peptide" of 27-28 AAs, followed by a pro-region of approxi-
mately 194 AAS, which is also processed and does not form
part of the extracellular enzyme of 300 AA residues. Both the
precursor and the mature enzyme migrate anomalously on SDS
gels: (viz. precursor deduced Mr: 55,000, apparent Mr: 67,000,
mature deduced Mr: 33,000, apparent Mr: 45,000) (Yang et aI,
1984). Perfect identity of the deduced AA sequence from B.amy-
loliguefaciens (Vasantha et aI, 1984) and the 39 N-terminal
AAs sequenced from the NPR ~f B. subtilis NRRLB3411 (Levy
et aI, 1975) makes it likely that the latter strain has been
misclassified, as has been mentioned (I.2.2.1). This would
account also for the fact that the B. subtilis AA sequence
deduced from the gene matches the same published AA sequence
rather less well (Yang et aI, 1984). The sequence of the ~
genes of B. subtilis and B. amyloliquefaciens show a high de-
gree of homology in the coding area but not in the immediate-
ly adjacent upstream regions.
I.2.2.7 Relationship of N~R to Sporulation
Early-blocked pleiotropic sporulation mutants fail to se-
crete NPR (Piggot & coote, 1976). However, mutants deficient
in NPR, but able to sporulate normally were obtained for ~
subtilis (Hageman and Carlton, 1973; Michel & Millet, 1970;
Mandelstam and Waites, 1968), B. cereus (Aronson et aI, 1971)
and B. megaterium (Millet & Aubert, 1969; Millet et aI, 1969).
- 15 -
Ferrari and coworkers (Yang et aI, 1984) have used the clo-
ned genes ·to create a double chromosomal deletion mutant
BG2054 lacking both APR and NPR. There was no detectable ef-
effect on growth, morphology or sporulation, thus reconfirm-
ing unambiguously that NPR is of no relevance to the sporu-
lation process and calling into question the conclusions of
other workers (Jolliffe et aI, 1980) on the relationship of
extracellular protease and cell morphology (Yang et aI, 1984).
With a combination of the uncharacterized lesion n£IE18 and
an apr deletion mutant Doi could similarly not detect any
compromise of the cell's ability to sporulate (Kawamura &
Doi, 1984).
The physiological role of the extracellular neutral and al-
kaline proteases is probably to function only as scavengers.
I.2.2.8 Esterase/Bacillopeptidase F:
Characterization and Diversity
The enzyme was first identified by Boyer & Carlton (1968),
who called it "acidic protease". It was also characterized
by Millet (Millet, 1970; Mamas & Millet, 1975) as "enzyme
II", Spizizen (Prestidge et aI, 1971) as "enzyme CH, and
Hageman and Carlton (1973) as "bacillopeptidase F".
Several authors mention that the enzyme is seen in at least
2 forms, (one apparently an aggregate) by electrophoretic or
column separation. The enzyme is inhibited by PMSF, and
exhibits low activity on large protein substrates relative
to the alkaline serine protease, accounting for c.20\ of
serine proteolytic activity (Boyer & Carlton, 1968). It
hydrolyses some synthetic esters not hydrolysed by either
the neutral wetalloprotease or subtilisin, eg.benzoylargi-
nine-, and benzoyltyrosine ethyl esters.
Data on the heat stability and pH optima relative to subti-
lisin of this enzyme conflict somewhat (cf. Boyer and Carl-
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ton, Prestidge et al).
The evidence for an intracellular location of active bacil-
lopeptidase F should be viewed with caution. While Prestidge
& coworkers (1971) were able-to measure extracellular pro-
tease using synthetic substrates shown to be almost specific
for the different enzymes viz. TAME, FAGLA and BAEE for sub-
tilisin, the neutral metalloprotease and the esterase resp.,
intracellular proteolysis could not be similarly ascertained
because the assays rely on absorption measurements in the UV
region. Thus p-nitro-phenylacetate, which is not a substrate
for NPR or APR, was used to estimate the esterase intracellu-
larly. But other esterases could of course have contributed
to the activity measured in this study.
In an immunological study Hageman and Carlton (1973)observed
I
crossreaction of anti-bacillopeptidase F with cell extracts
of wild-type B. subtilis 168 and with a mutant L4, which did
not produce detectable extracellular NPR and secretes a low
level of APR. This was not ac hieved with extracts of sporu-
lation mutant S=al, which produces only a very low level of
NPR extracellularly. In zymograms of the wild-type extract,
a band of activity corresponding in position to mature neu-
tral protease was seen (but with hindsight this is surely
due to contamination: neutral protease is synthesized as a
much larger prepro- zymogen). No zymogram band corresponding
to authentic bacillopeptidase F was present in either wt or
the Li strain, which was puzzling at the time, since cross-
hybridization had been achieved. A band of active protease
not co-electrophoresing with either subtilisin, neutral pro-
tease or bacillopeptidase F markers was common to the wild-
type and Li, but missing from the low protease secreting
sporulation mutant ~. This band was interpreted as bein~
either a modified bacillopeptidase F (though with hindsight
such a precursor is unlikely to display much protease acti-
vity) or else a hitherto uncharacterized intracellular pro-
tease, which is required for sporulation: the latter inter-
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pretation has been favoured in the literature (Hageman and
Carlton, 1973). It was, however, not ascertained directly
whether 'or not the band of activity common to 168 and ~
also contained the immunoreactive material. Subsequent ac-
counts make it likely that ISP-I was the enzyme involved in
this study (see 1.2.3.2 ).
Recently, bacillopeptidase F has been isolated under impro-
ved conditions (Roitsch & Hageman, 1983). It was shown that
some previously used procedures could lead to proteolytic
breakdown, and that upon storage at high pH,extra enzymati-
cally active fast-moving electrophoretic forms appeared.
These possibly account for the multiplicity of electropho-
retic forms seen by others (Mamas & Millet, 1975).
When isolation and purification take place at pH6 in the
presence of PMSF, which inhibits autodigestion, 2 high mol-
ecular weight, immunologically indistinguishable forms are
found. Sedimentation gives Mr values of 33,000 and 50,000
respectively for these 2 fractions. Both have bound carbo-
hydrate, and phosphoserine residues. Both amino acid compo-
sition and size estimation of the smaller component agree
well with earlier data for the esterase (Boyer and Carlton,
1968: M~nts&la & Zalkin, 1980).However, the larger component
has an amino acid composition that is strikingly different
from the smaller, and totally unlike that of the subtilisin-
like intracellular serine protease ISP-I (see 1.2.3.2). It
is only just possible from the AA composition that the smal-
ler form is derived from the larger by the loss of a basic
segment, such as the pro-regions of NPR and APR, for the ra-
tio of acidic to basic residues in the case of the 33,000
species is 5.5, and just 2.8 for the larger fraction.
Bacillo-peptidase F and ISP-II (Srivastava & Aronson, 1981:
see 1.2.3.4) are not immunologically related (Roitsch & Ha-
geman, 1983).
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1.2.2.9 Relationship of Esterase to Sporulation
The esterase is the least studied of the proteases di~cus-
sed here, and no direct studies have been carried out to
investigate it3 relationship to the sporulation proce3s. Its
production is however impaired in early-blocked sporulation
mutants, along with subtilisin (Michel and Millet, 1970; Ha-
geman and Carlton, 1973 :the ~ mutant mentioned above).
1.2.2.10 Miscellaneous
B. licheniformis secretes a non-metallo-, non-serine type
protease, inhibited by neither EDTA nor FMSF. This "compo-
nent C" is produced to approximately 10\ of the amount of
subtilisin ("Alcalase"),and has only been characterized
further in the industrial context, having been an undesira-
ble, highly allergenic contaminant of commercial enzyme pre-
p~rations (Verbruggen, 1975).
I.2.3 Intracellular Proteases and Esterases
I.2.3.1 Characterization and Diyersity
An enormous effort has been expended in trying to ascertain
a role for serine exoproteases, or their intracellular coun-
terparts, in sporulation.
A number of early studies on extracellular protease produc-
tion deal also with protease activity found intracellularly
(eg Hageman & Carlton, 1973; Prestidge et aI, 1971; Mandel-
stam & Waites, 1968). It is important to recognize that it
was only in 1975 that the signal hypothesis became widely
held (Blobel & Dobberstein, 1975). In early work it was as-
sumed that observed protease or esterase activity were due
to the intracellularly located counterparts of the already
characterized exoenzymes, as differences demonstrated in-
tracellularly were reflected in the products found in the
medium. Subsequently we have learnt that the secreted forms
of neutral and serine proteases are synthesized as longer,
probably inactive or poorly active precursors, and that there
- 19 -
is an ever-growing repertoire of characterized bona fide in-
tracellular proteases, distinguishable from the secreted spe-
cies by several criteria.
Two acetyl esterase serine protease activities were described
in Br subtilis lysed spheroplasts, using beta-naphtholacetate
as the substrate (Higerd & Spizizen, 1973). "Esterase A"
could be isolated from both vegetative and sporulating cells,
and had an estimated Mr of 31,000 or 160,000 as determined
by gel filtration or SDS-gel electrophoresis respectively.
"Est~rase B" had an Mr of 51,000 by gel filtration and was
specific to sporulating cells. Three out of four pleiotropic,
asporogenous mutants had reduced levels of esterase B, but
the 2 mutants previously mentioned viz ~ and S-87 (see I.2.
2.8), had wild-type levels of both esterases A and B. These
esterases have low activity with azocasein as the substrate •
At least 4 different intracellular protease fractions appear-
ing after TO (where TO is defined as the end of exponential
growth) were distinguished in Br subtilis ATCC6051 (Hiroishi
and Kadota, 1976), on the basis of substrate preference and
inhibition profiles. "Fraction C" was clearly equivalent to
the "ISP-II" described by others (Srivastava.and Aronson,
1981; see I.2.3.4), and to "esterase B" (Higerd & Spizizen,
1973; see above). "Fraction B" was evidently the same as the
subtilisin-like intracellular serine protease ISP-I (Reysset &
Millet, 1972) which is discussed in greater detail in I.2.3.2.
In addition there was an EDTA-inhibited esterase (fraction A),
and the remaining fraction (fractions D+E) had both esteroly-
tic and proteolytic activity that were inhibited by DFP.These
fractions cannot be correlated with other reports. I
Hageman and Carlton (1973) described only one intracellular
proteolytic activity, as mentioned in I.2.2.8, which was com-
mon to wild-type and the NPR-negative L=i.
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1.2.3.2 ISP-I
This intracellular serine protease, found only in sporulating
cells, and first described by Millet, differs in biochemical
properties from the secreted subtilisin~ it is inactivated by
PMSF, but also by ECTA, since there is an absolute r~quirement
for ca2+, and the enzyme has a much lower pI than does subti-
lisin (viz. pH4). Azocoll is a good substrate for the enzyme,
which shows a narrower specificity than subtilisin towards syn-
thetic esters (Reysett & Millet, 1972) and also towards large
protein substrates. For example, the ISPs of B.amyloliguefa-
ciens (Markaryan et aI, 1981) and B. brevis (Kurotsu et aI,
1982) cleave only some of the bonds that are susceptible to
the exoenzyme secreted by the former strain.
Enzymes with similar properties have been isolated from spo-
rulating B. megaterium (Millet, 1971), B. thuringiensis (Le-
cadet et aI, 1977), B. cereus (Cheng & Aronson, 1977) and ~
brevis (Kurotsu et aI, 1982).
Various roles have been proposed for ISP-I, based on its in
vitro activities and the study of mutants de~icient in it.
They include sporulation-specific protein turnover, and pro-
cessing (Cheng & Aronson, 1977), modification of RNA polyme-
rase (Millet et aI, 1972; Lecadet et aI, 1977) and possibly
antibiotic degradation which confers protection on the produ-
cer strain. Such is probably the case with Br brevis, whose
ISP can degrade gramicidin S, whereas the antibiotic inhibits
the ISPs of other species in vitro and is often used in affi-
nity chromatography to purify ISP (Kurotsu et aI, 1982; Stron-
gin et aI, 1979a). In the'case of B. licheniformis, its own
serine exoprotease is inhibited by the antibiotic bacitracin
it produces, but its ISP is not (Vitkovic & Sadoff, 1977).
I.2.3.3 Relationship of ISP to Sporulation
I.2.3.3.1 Indirect Evidence
There was some evidence suggesting that intracellular serine
protease activity may be indispensible for sporulation.
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This came first from inhibitor studies where PMSF, administer-
ed between TO and T3, inhibited both extracellular subtilisin
and sporulation (Dancer & Mandelstam, 1975a). It was known
that mutants lacking extracellular protease failed to show
the high intracellular protein turnover typically seen (Mon-
ro, 1961) under conditions that induce sporulation in the
wild-type (Mandelstam & Waites, 1968). The ~ subtilisin mu-
tation was believed to be responsible for the sporulation de-
fect in that strain (Leighton et aI, 1973). As it was diffi-
cult to imagine an extracellular role in sporulation for the
protease it was concluded that the inhibitors in above-men-
tioned study were acting on an intracellular form of the en-
zyme.
However, apart from the possible presence of other PMSF-inhi-
bitable proteases there is uncertainty about how specific the
effects of PMSF are in such in vivo inhibition experiments.
Serine protease inhibitors were shown to have a Nnon-specificM
effect on energy generation in intracellular proteolysis stu-
dies in E. coli (Schechter et aI, 1973). These workers corre-
lated an apparently lower rate of protein break-down than that
normally seen under carbon source deprivation with dramatical-
ly lowered ATP levels in these cells.
Work with sporulation-deficient ISP-I ts mutants was rather
more convincing than the inhibitor studies.
1.2.3.3.2 1SP-I ts Mutants and Spore Protease
The ISP-I of strain B. subtilis SMY-512 has an apparent Mr of c.
64,000, or 32,000 under native or denaturing conditions res-
pectively. At the non-permissive temperature, mutant ts-15
failed to sporulate and displayed negligible protein turn-
over, but normal exoprotease production. A cryptic protein
of Mr 32,000, that cross-hybridized with anti-ISP-I was ex-
tracted under both native and denaturing conditions. The im-
plication was that this mutant ISP could not form the active
- 22 -
dimer complex. Studies of revertants of ~ which had re-
gained all wild-type characters, and transformation experi-
ments with mutant DNA, pointed to a single gene being invol-
ved. This contrasted with previous studies where apparently
similar mutants had failed to give revertants (Kerjan et aI,
1979).
A study of B. cereus germination mutants, one of which, upon
screening showed reduced post-exponential ISP activity, was
less satisfactory (Cheng & Aronson, 1977). The purified enz-
zyme of the ~ mutant was more heat-labile than wild-type,
and the mutant was temperature-sensitive for spore-production
(though only in the absence of available amino-acids), pro-
ducing spores deficient in coat protein. Nonetheless, wild-
type levels of high Mr components that cross-hybridized
with anti-coat protein were present. ~ however lacked the
12,000 component (of a size with major coat protein found in
mature spores) seen in the wild-type strain. Revertants, some
of which retained some ts characters, were obtained at a fre-
quency that tended to imply a point mutation in one gene
(Cheng & Aronson, 1977). It is difficult to accept that the
complex phenotypes displayed by ~ could be due to a single
protease gene mutation. The abnormal coat protein processing
might well be due to the ISP-I lesion, but this was not con-
clusively shown as revertants (chosen on the basis of spore-
lysozyme resistance) did not conform to the wild-type proces-
sing pattern in pulse-chase experiments.
Moreover, the protease that is active during germination has
been characterized, and is quite different from ISP-I: Spore
protease is synthesized in the form of an inactive precursor
(P46) at the end of exponential growth, and is processed seve-
ral hours later to another inactive form P41. It is activated
by processing to P40 only in the first few minutes of germina-
tion, and is absolutely specific for the small basic proteins
that comprise more than 85% of the spore protein, whose degra-
dation it initiates (Loshan et aI, 1982). Mutants having redu-
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ced levels of spore protease exhibit a lower rate of proteoly-
sis during germination, but no other phenotypic defects - they
di~play normal outgrowth (Postemsky et aI, 1978). So even if
one assumes that the mutant ~ ISP is responsible for aberrant
processing of the spore protease precursors, it could not ac-
count for the abnormal outgrowth of the germination mutant ~.
I.2.3.3.3 ISP-I Gene; Effects of Gene Deletion &
Overproduction of ISP-I
There was evidence from N-terminal AA sequencing of ISP from
various sources: B. amyloliquefaciens (Stepanov et aI, 1977;
Strongin et aI, 1978a)i B. subtilis (Strongin ,et aI, 1979a &
b); B. licheniformis (Strongin et aI, 1979b), that suggested
that these proteins were structurally related to subtilisin.
Comparison of the ISP and exoprotease of B. subtilis strain
A-50 suggested that there were, however, 2 separate genes cod-
ing for intra- and extracellular serine proteases, as the res-
pective partial sequences were similar, but not identical
(Strongin et aI, 1978b). (Note that in the above studies, sub-
tilisin Carlsberg was erroneously attributed to B. subtilis
and strain A-50 turned out to be a strain of B. amyloliguefa-
ciens (Markaryan et aI, 1981».
This has recently been confirmed by the cloning of the ISP-I
gene by Beppu and co-workers. In B. subtilis, ISP was overpro-
duced when the cloned gene was present on a high copy number
plasmid. The AA sequence deduced from the gene is shown in Fig.
~ (Koide et aI, 1986; and personal communication), where it is
compared with that of subtilisin Carlsberg. There are several
blocks of identical sequence, with limited homology at the ex-
treme ends of the protein. No "signal sequence" is found. Only
typical -10 regions for sigma-43 or -29 (1.3.4 & 1.3.7) are si-
tuated upstream from the transcriptional start site.
It is evident that the N-terminal sequences obtained by Stron-
gin and coworkers derive either from a processed or a degraded
form of the polypeptide that is encoded by the ISP-I gene (that
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is, nevertheless, active). Isolated ISP-I's N-terminal AA lies
at +20, or in the case of a minor species, at +17 (cf. Strong-
in et aI, 1978a with the deduced AA sequence deduced from the
gene in Figure 2). The significance of the N-terminal hetero-
geneity and diversity is not known. Strain differences, in vi-
tro artefacts, or differential processing may all contribute.
The effect of expression of the cloned gene in a high copy num-
ber plasmid has been tested in the S-87 mutant described ear-
lier, which had only 20% of wt ISP activity. S-87 (pYK3) over-
produced both ISP, and surprisingly, exoprotease as well, but
the mutant sporulation phenotype remained unchanged. In the
wild-type strain however, the effect of carrying pYK3 was that
sporulation was inhibited. The effect of supplying the gene in
a single copy was thus ascertained in the mutant ..Though normal
levels of ISP-I were produced, the strain still did not sporu-
late. On the other hand, interruption of ISP-I coding sequences
(by deletion or insertion) led to significant impairment of
sporulation by the wild-type. This was observed in synthetic,
but not rich medium, and suggests a role for ISP-I in normal
sporulation, but this role is non-essential.
Interestingly, just upstream of the ISP-I ORF, a second open
reading frame running in the opposite direction, and potenti-
ally encoding a product of Mr 22,000, is found. Removal of this
ORF from the clone leads to lysis of the Er coli host unless
the isolated ISP-I gene is on a low copy number plasmid, or
the ISP-I gene orientation is reversed. This suggests a role
as a repressor or a specific inhibitor of ISP-I for the 22 kDa
protein.
If this proves to be the case, it would fit very well with a
size of 15-20,000 estimated for the specific protein inhibitor
of ISP-I isolated from both growing and sporulating B. subtilis
cells by Millet (Millet, 1977), and which was also present in
.the ts-15 ISP-I mutant described by Kerjan (see I.2.3.3.2) at
both permissive and non-permissive temperatures. The inhibitor
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may have a regulatory function in modulating enzyme activity.
Comparison of 15P-I antigen, and activity levels, indicate a
post-translational activation step, and since 5-87 has wild-
type antigen levels, it may be defective in production of the
active form, possibly due to higher levels of inhibitor, or to
altered (tighter) binding to same (Burnett et aI, 1986).
1.2.3.4 ISP-II
ISP-II can be distinguished unequivocably from ISP-I by its pH
optimum (pH7), stability, size (47,000), substrate specificity
and inhibition profile (Srivastava & Aronson, 1981; Hiroishi &
Kadota, 1976). While both are produced post-exponentially, they
peak at different times (ISP-II earlier), which presumably ref-
lects different physiological roles. ISP-II comprises only ab-
out 10-20% of the Azocoll-hydrolysing activity of extracts of
sporulating cells; it is relatively more active against arginyl
esters, and is not inhibited by EDTA. A B. subtilis ts mutant
of 15P-II has been isolated (Srivastava & Aronson, 1981), which
has all the phenotypic alterations previously described for the
B. cereus ~ mutant, and there attributed to the alteration in
ISP-I (Cheng & Aronson, 1977).
1.2.3.5 Membrane-bound Proteases
Membrane-bound forms of a variety of secreted enzymes of the
bacilli have been described, and may act as intermediates in
secretion, or as a pool of enzyme for regulated release eg.a
-amylase (Nagata et aI, 1974), alkaline phosphatase (Yamane
& Maruo, 1978), lipase (Kennedy & Lennarz, 1979) and B-lacta-
mase (Yamamoto & Lampen, 1976). Membrane vesicles from late
log cells of B. subtilis YY88 (pap-9), which overproduces pro-
teases 20-fold, yielded a variety of proteases upon extraction
with Triton-X 100 (Mantsala & Zalkin, 1980). More than 90% of
these comprised APR and NPR indistinguishable from the secre-
ted enzymes by mobility on SDS gels, immunoprecipitation and
inhibition profiles. Both forms first appear at the same time
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as their extracellular counterparts, although levels of the
membrane-bound proteases peaked several hours earlier. Other
recent studies show that the preprosubtilisin form is mem-
brane-associated prior to the release of the extracellular
form (Power- et al, 1986).
The remaining activity could be separated into at least 4
previously uncharacterized "M proteases", which were all
weakly inhibited by PMSF and had high esterase activity re-
lative to APR and NPR.
As the total membrane-bound proteolytic activity amounted to
only 1-2% of that secreted by YY88 it is likely that the en-
zymes involved have previously escaped detection in wild-type
strains due to their low levels.
1.3: Transcriptional Control of Gene Expression in the
Bacilli
1.3.1 sigma Factors
It now seems that prokaryotes may have the capacity to control
gene expression at the level of higher order chromosomal struc-
ture (Lilley, 1986), as is the case for eukaryotes. However, in
the genus Bacillus especially, it has been demonstrated that to
a large degree, differential gene expression is exercised at
the level of transcription by modification of the promoter spe-
cificity of RNA polymerase, among other more general mechanisms.
Early investigations showed that sporulation-associated morpho-
genesis was accompanied by biochemical changes, and these could
be correlated with the appearance of new mRNA species (Doi &
Igarashi, 1964; DiCioccio & Strauss, 1973), and with a distinct,
temporally defined pattern of protein synthesis (Linn & Losick,
1976).
Such a program of changes is analogous to the events that occur
in bacteriophage infection: after infection of E. coli by T4
'phage, different classes of viral RNA are synthesized in a de-
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fined temporal sequence. All except "pre-early" RNAs depend on
'phage-specific protein synthesis; the ·switching-on" of later
stages thus required at least one virus-encoded component. The
subunit composition of RNA polymerase was found to change in
the course of 'phage development, and a new 'phage-encoded "sig-
ma" subunit was shown to be responsible for the altered tem-
plate specificity of the enzyme i.e. initiation of transcrip-
tion from viral rather than host "promoters" ( viz. specific
sequences that are recognized by RNA polymerase just upstream
from the transcriptional initiation site) (Travers 1969, 1970;
Travers & Burgess, 1969).
Coincident with these developments in the understanding of T4
biology it was found that the template specificity of RNA poly-
merase becomes altered during spore formation in B. subtilis
(Losick & Sonenshein, 1969). Rifampicin-resistant beta subunit
mutants were obtained, where the lesion led to loss of sporu-
lation ability (Sonenshein & Losick, 1970 ), and differences
in the subunit structure of RNA polymerase from vegetative and
sporulating cells were demonstrated (Losick et aI, 1970). These
observations supported the postulate that, analogous to the T4
model, the developmental program leading to the formation of,
the spore is also controlled by polymerase modification.
Though it later became clear that the beta subunit alterations
were artefacts (Linn et aI, 1973), studies on B. subtilis 'phage
SP01 rapidly produced evidence of 'phage-specified sigma factors
for which distinct promoter recognition sequences could be iden-
t~fied. Thus host holoenzyme transcribes early genes, and SP01
gene 28, 33 & 34-encoded sigma-like factors direct transcrip-
tion in the host from specifically middle and ~ genes resp-
ectively (Pero et aI, 1975; Tjian & Pero, 1976; Duffy & Geidu-
schek, 19J7;Talkington & Pero, 1978). Distinct consensus se-
quences have been defined for the three classes of SP01 genes
(Talkington & Pero, 1979; Lee et aI, 1980; Lee & Pero, 1981)
(See Table 1).
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Subsequently, additional sigma factors were isolated from unin-
fected cells:
In 1979 a novel sigma, 637, was isolated from the RNA polymer-
ase of early sporulating cells, and conferred on the core en-
zyme ("E"), as 643 (formerly called sigma-55) failed to do, the
ability to transcribe 2 cryptic cloned genes (viz. 0.4kb/~
~, ~/spoVC) whose expression is associated with sporulation
(Haldenwang & Losick, 1979, 1980). Another sigma factor, 628,
was found to occur in non-infected, vegetatively growing cells
soon after, and also conferred a distinct template specificity
on core enzyme (Wiggs et aI, 1981), thus establishing RNA poly-
merase modification as a general means of altering template
specificity and thereby controlling transcription.
In all, 7 sigma-like factors have to date been characterized,
and are designated by a number corresponding to molecular
weight, or in the case of 'phage factors, by the number of the
specifying gene. These are tabulated, together with their pro-
moter "consensus" sequences, in Table 1.
Also tabulated (Table 2) are other RNA polymerase-associated
polypeptides, whose role is as yet unclear, as well as a scheme
indicating at which stages of growth the different holoenzymes
can be isolated from uninfected cells and the relative abun-
dance of some. Of the above-mentioned core-associated polypep-
tides, delta has specifically been described as a transcription
inhibitor ~nd appears to make E643 more selective by destabi-
lizing enzyme-DNA complexes (Doid1982). It exerts little ef-
fect on the activity of strong promoters. It should be noted
that the presence of a particular holoenzyme at a certain stage
of growth does not always imply activity at that stage.
Just how sigma factors exert their effects is not known; cross-
linking studies with E. coli sigma70 and the lac UV5 promoter
~ r
have shown direct interaction with both of the conserved re-
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gions that constitute many promoter sites (Simpson, 1979; Chen-
chick et al, 1981).
Although the number of cases of transcription by low-abundance
sigma-containing RNA polymerase that have been studied to date
is still limited, some generalisations can be made. The proper-
ties of genes transcribed by RNA polymerase associated with the
various sigma factors is given in brief below.
1,3,2 Summary of Functional Properties of Sigma Factors
Maior component:
~: component of major form of holoenzyme; transcribes genes
during vegetative growth.
Minor factors found in vegetative cells:
037: involved in post-exponential expression of genes under
complex regulation.
632: transcribes sporulation genes in vitro, role if any in
vegetative growth uncertain, as is case for 637.
~: transcribes a limited number of genes during exponential
phase whose gene products seem to be involved in the transition
to sporulation phase. Most ~ functions are required for 628
activity.
Abundant sporulation-specific factor~
629: persists only for an interval from T2 to T4.
More detailed data follows below.
1,3,3 Methodology Used in Transcription Studies
As the methodology is crucial for an evaluation of the data,
the most frequently exploited techniques in the studies discus-
sed below are listed here. They include the isolation of terna-
ry initiation complexes of polymerase, DNA template and nascent
RNA chain on nitrocellulose filters; in vitro RNA synthesis on
cloned native and mutagenized templates with isolated holoen-
zyme (i.e. core & sigma factor), or enzyme reconstituted from
purified components; identification of transcribed regions by
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hybridization of labelled transcripts tc immobilized DNA frag-
ments by blotting; identification of transcriptional start si-
tes by 1) using templates truncated at u site within the trans-
cribed region and monitoring the size of the resultant "run-
off" RNA, 2) the S1 mapping technique (Berk & Sharp, 1977), 3)
dinucleotide transcriptional priming (Minkley & Pribnow, 1973)
and 4) RNA sequencing.
It is pertinent to add that the composition of RNA polymerase
isolated is much dependent on the method of extraction and pu-
rification (Ooi, 1982).
I 3,4 Sigrna-55/43 Promoters
In the case of promoters recognized by the principal form of
B, subtilis holoenzyme (E655, or rather, E643), which trans-
cribes genes active in vegetatively growing cells (Shorenstein
& Losick, 1973a & b), and the early genes of phages SP01 and
029, the -35 and -10 regions conform closely to the consensus
hexanucleotide recognition sequences attributable to E, coli
promoters, of which a large number have been characterized.
(Reviews E. coli promoters: Rosenberg & Court, 1979; Sieben-
list et aI, 1980: Reviews B, subtilis promoters: Lee et aI,
1980; Moran et aI, 1982a; Losick & Pero, 1981).
In E, coli, as well as Gram-positive organisms, initiation
takes place preferentially at a purine in position 7 or 8 down-
stream from the last T in the -10 sequence (Murray & Rabino-
witz,1982; Aoyama & Takanami, 1985). There are some indica-
tions that certain positions in the consensus are more highly
conserved and important for efficient utilization in B, subti-
~ than is the case in E. coli eg. the "i~variant G" in the
-35 region. However, at least one strong B. subtilis promoter
has been characterized which does not have the invariant G in
the putative -35 region (Nakahama et aI, 1985).
Promoters that conform to the consensus coming either from the
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B. subtilis chromosome eg. veg, tms (Moran et aI, 1982 a), from
B. subtilis phages eg. SP01 and 029 (Murray & Rabinowitz, 1982)
or from E. coli eg lacUV5, ~ (Lee et aI, 1980, Moran et aI,
1982a; Peschke et aI, 1985) which are all utilized efficiently
by E. coli polymerase, are transcribed to greatly varying ex-
tents by E643 from B. 5ubtilis (see also I.7.3).
Thus other features besides the canonical consensus sequence
are important in B. subtilis E043 transcription. Indeed, most
genes which are transcribed by the major holoenzyme show addi-
tional common features.
Apart from the -35 and -10 regions, 643 promoters often, but
not invariably, show the pentanucleotide PuPyPuGT at about -15,
and have predominantly A,T between -1 and -6 from the trans-
criptional start (Wang & Doi, 1984; Moran et aI, 1982a). The
sequence about -15 has been implicated in methylation studies
of RNA polymerase-promoter binding complexes to give a strong
protective effect (LeGrice & Sonenshein, 1982).
A special category, the early 'phage genes recognized by E643,
have additional homology immediately upstream of the -10 and
-35 regions (Murray & Rabinowitz, 1982).
"Spacer" length between the -10 and -35 regions is not so cri-
tical and may vary from 16 to 18 bp (Peschke et aI, 1985).
The functional boundaries of Br subtilis promoters definitely
extend upstream from the polymerase recognition/binding sites:
an AT-rich box consisting of alternating stretches of As and
643Ts occurs commonly around -40 to -50 for promoters, espe-
cially in the case of highly expressed genes (see Wang & Doi,
1984; Banner et aI, 1983). It has been shown to be important
for the activity of such promoters in the Gram-positive Strep-
tococcus (Stassi et aI, 1982), as well as for other types of
Bacillus promoters (Banner et aI, 1983). Experiments using ~
~ 'phage T7 promoters indicate that the AT-rich region may
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also be important for E643 function in Bn ?ubtilis. (Peschke et al,
1985). This is discussed in more detail in I.3.9.
Quite commonly, more than one copy of the hexanucleotide con-
sensus sequences are found close together:
.E64 3 has been shown by meth~'lation and DNAaseI protection to
bind to both of the 2 almost identical copies of the promoter
consensus found both at the usual distance from the transcrip-
tional initiation site of the ~ gene, (which had been firmly
established in vitrQ), and also centred about -50 and -75 (Mo-
ran et al, 1982a; LeGrice & Sonenshein, 1982). The upstream
site lies between 2 arms of dyad symmetry; a possible addition-
al regulatory signal in vivo. This second copy is transcriptio-
nally active when separated from the first (Peschke et al,
1985). It may serve to sequester RNA polymerase molecules and
so improve promoter strength in vivo. Similar tandem promoters
are found in front of inter alia rrnO and rrnS (Stewart & Bott,
1983) .
At the onset of sporulation there is a marked decrease in 643
activity. However, the transcription of vegetative genes con-
tinues and their mRNAs comprise 60-80\ of the total in sporu-
lating cells (Ooi, 1982). Extracts of sporulating cellscontain
as much of the sigma-43 factor as do vegetative cells, but it
fails to ~opurifY with core enzyme. This loss of 643 activity
is blocked by spoQA,-Qa,-~,-~,-QL,-QR,-~, RfmrSpo- mutations,
whilst later sporulation lesions allow it (Losick, 1982).
I.l.S Sigma-37 and -32 Promoters
Sigma-37 is present in both vegetative cells (where levels are
low and seem to be nutritionally regulated) and in early spo-
rulating cells where it is abundant, but becomes barely detec-
table after the second hour of spore formation (Haldenwang &
Losi~k, 1979, 1980; Losick, 1982). Ooi has proposed that the
role of E637 is to transcribe genes that are catabolite repres-
sed, encode extracellular enzymes, or are expressed only in
stationary phase from a comparison of the limitednumber of
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examples of 637-controlled genes available to date (Wong et a1,
1984).
Genes encoding 637 (~ or ~; Binnie et a1, 1986) and 632
have recently been cloned. Sigma-32 is the spoOH or ~ gene
product (Leighton, personal communication).
In many cases, genes controlled by these sigma factors are
transcribed from two closely-spaced start sites, a feature
also seen in E, coli for highly regulated genes (eg gal, Mus-
so et al, 1977; Queen & Rosenberg,1981). The conserved -35
and -10 regions that have been defined for 637 promoters of-
ten overlap with an active promoter for another of the alrea-
dy characterized holoenzymes. Such tandem or overlapping pro-
moters could give the possibility of gene expression modula-
tion over a long period of growth and development. Some exam-
ples follow.
I.3.5,1 P43 Gene: E637, E643j Identical Start
The cryptic ~ gene is transcribed by both E637 and E643 in
vitro. In vivo transcripts from exponential cells and from sta-
tionary phase T3, where expression is much stronger, have the
identical start site. By comparison with other sequences, over-
lapping -10 and -35 regions typical of other 637 and 643 pro-
moters can be identified (Wang and Doi, 1984). concentration-
dependent differential use of E643 and E637 possibly accounts
for the increased expression of P43 in stationary phase.
I.3.5,2. ctc Gene: Sigmas-37,-32,-29j Identical Start Site;
Differential Interaction
The ctc gene (probably spoVC, whose gene product is required
for the transition from stage IV to V in spore formation) is
actively transcribed under conditions of nutrient deprivation,
but is independent of spoO functions. It is expressed at a low
level in vegetative cells. The utilization of the ~ promoter
by both E037 and E629 was established (Haldenwang & Losick,
1980; Ha1denwang et al, 1981) and analysed in great detail by
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Moran and coworkers (Tatti & Moran, 1985; Tatti et al, 1985;
Tatti & Moran, 1984). Although an insertion mutation in the
gene for sigma-37 did not impair either growth or sporulation,
the transcription of ~ was adversely affected (Binnie et al,
1986).
,
In vivo transcription (T4 RNA) was compared with an in vitrot037-specified'transcript, and start points were found to dif-
fer by only a few bases. At,-10 and -35, sequences homologous
to other 637 promoters were found, and these have been shown by
~maseI foot-printing (Moran et al, 1981a) and by methylation pro-
tection experiments (Moran et al, 1982b) to lie within the E637
binding site. Site-specific mutagenesis of the bases within the
putative conserved region affected the efficiency of promoter
utilization most dramatically, whereas base changes at posi-
tions outside produced modest effects. It thus seems that both
-10 and -35 regions are important for recognition (Tatti & Ibran,
1984).
Both E629 and E632 produce an in yitrQ transcript with the
same start site as does E637, it was subsequently established.
Consensus recognition sequences for these holoenzymes are, how-
ever, very different (see Table 1). This apparent paradox has
been resolved by studies with promoters altered by site-speci-
fic mutagenesis.
It was clear that the 3 holoenzymes interact differentially
with nucleotides in the same promoter area: some positions are
vital for utilization by one form, unimportant for another.
In accordance thus with expectation, a change at -15, where the
G--)A transition respectively reduced and increased homology to
the 637 and 629 consensus -10 regions, led to a negativ~ effect
on E637 utilization, but stimulated transcription by E629.
Most dramatically, a mutant ~ promoter with 4 base substitu-
tions in and about the -10 region all but abolished utilization
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by E637, but stimulated E629 activity to at least 5x wild-type
levels. Mutations at -16 and -36 however, depressed transcrip-
tion from both 629 and 637 (Tatti & Moran, 1985). Substitution
of the absolutely conserved A a~ -12 (underlined and aligned
for the 3 consensus -10 regions in Table 1), had a predictably
negative effect on transcription by all three holoenzymes E637,
E629, and E632 (Tatti et aI, 1985).
In the course of development, the ~ gene is probably trans-
cribed in tandem by first holoenzyme containing 637 and 632,
then by E029.
I.3.5.3 spoVG Gene: Sigmas-37,-32,-29: Different Start Sites
This gene, also known as 0.4 kb, is transcribed at a low rate
in vegetative cells, but is active in early and late sporula-
tion, where its product participates in spore coat maturation
(transition to stage VI). Unlike the ~ gene, spoVG expression
in vivo, but not in vitro, requires 6 of the 7 spoO functions
tested (Ollington et al, 1981; Zuber & Losick, 1983).
In vitro, the gene is transcribed by E637 (Haldenwang & Los-
ick, 1980), E632 (Johnson et aI, 1983) and by E629 (Haldenwang
et aI, 1981). Transcription by E637 and E632 has been studied
in detail and proceeds from individual initiation sites separa-
ted by 10 bp (in contrast to their shared start site in ~)
(Johnson et al, 1983). In vivo stationary phase transcription
is similarly initiated at 2 closely-spaced sites and these dif-
fer from the in vitro start sites by only a few bases (Moran et
aI, 1981b).
An AT-rich stretch lying between -50 and -70 from the down-
stream initiation site was shown to be necessary for utiliza-
tion of the downstream promoter (632) in particular, in vitro
(Moran et al, 1981b), as well as for the in vivo expression of
spovd. Deletion of these sequences abolished the inhibitory ef-
fect on sporulation otherwise exerted by the gene in a high co-
py plasmid (Banner et al, 1983). E637 uses the upstream ini-
- 36 -
tiation site exclusively, E632 the downstream.
Losick has suggested that competition between E637 and E632
for the promoter may modulate both the level of transcription,
as well as possibly the translatability of the mRNAs, which dif-
fer in length at the 5' end (Johnson et aI, 1983). Differential
expression of the cistrons in the gal operon of E. coli is regu-
lated in this manner (Musso et aI, 1977; Queen & Rosenberg,
1981) .
Thus far, only the 2 genes ~ and spoVG have been identified
as being transcribed by E032. Two regions that lie upstream
from the downstream (632) initiation site in 5POYO are sugges-
ted as constituting -10 and -35 regions for E632. Typical 637
recognition sequences lie appropriately before the upstream
start site. The hexanucleotide regions form an alternating "mo-
saic· of -35,-10 regions before spoVG. In contrast, in the case
of spoVC/~, where the same highly con~erved sequences occur,
but where there is a single initiation site for both holoen-
zymes, there is considerable overlap of -10 regions, but not
-35 regions, due to a different spacing for both promoter se-
quences from that found in spoVG (Johnson et aI, 1983; Tatti &
Moran, 1984). Later data from mutagenized ~ promoter studies,
where substitution of the "invariant AM at position -12 compro-
mises utilization by E637, E632, and E629, can most likely be
extrapolated to the spoVG gene.
I.3.S.4 Subtilisin Gene; E037, Two InitigtigD Sites
Doi and coworkers have shown that the B. subtilis subtilisin
gene is transcribed from the same 2 start sites, separated by
some 15bp, both in vivo and in vitro (see Fig. 33), and that
this is specified by E637. The gene cannot be transcribed in
vitro by E643 or Eo29 (Goldfarb et aI, 1983; Wong & Doi, 198~;
Wong et aI, 1984).
The downstream initiation site is preceded by a typical 637
promoter; whether utilization of the upstream site is due to
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E637 or to a minor contaminant of the holoenzyme preparation
is unclear. As sigma-37 is present throughout exponential
growth, but subtilisin only expressed post-exponentially even
when the gene is on a high copy plasmid, additional control
mechanisms must operate: some ~ functions are required (see
I.6.5.3), and a region of dyad symmetry reminiscent of opera-
tor regions in E, coli (Rosenberg & Court, 1979) includes the
637 consensus.
I,3,5,5 B,licheniformis APasej Sigmas-37,-43j Individual Genes
An interesting example of 637 utilization was found in B,lich-
eniformis, where alkaline phosphatase synthesis is under com-
plex control. Low amounts of a membrane-bound form are synthe-
sized during logarithmic growth, whereas large quantities of a
formJwhich is similar by many criteria/are secreted in statio-
nary phase under conditions of inorganic phosphate limitation.
Hulett has cloned 2 copies of the gene, which are situated in
tandem in the chromosome, and are transcribed independently by
B, subtilis E643 (APas& I) or E637 (Apase II) in vitro. It ~e-
mains to be seen if these observations can be correlated with
the distinct patterns of vegetative and stationary phase expres-
sion (Hulett et aI, 1985).
I,3.6 Sigma-28 Promoters
First isolated as a polymerase form uniquely able to transcribe
one T7 promoter, the holoenzyme E628 displays a most stringent
template preference. Two clones from a gene bank were found
that are actively transcribed by E628 (Wiggs et aI, 1981). An-
alysis of in vitro transcripts revealed that the 2 genes had
•totally conserved -10 and -35 regions (see Table 1); in addi-
tion both had the tetranucleotide TAGA at -1 to +3 (Gilman et
aI, 1981). A quantitative 51 protection assay has shown that
both cloned loci are transcribed in vegetatively growing cells
to give about 10 RNA copies per cell, from the same transcrip-
tion initiation site that had been ascertained by in vitro
t ' t' .....-28 .,. . .ranscr~p ~on. Eu transcr~pt~on ~s to some extent nutr~t~on-
ally regulated during growth: at glucose levels that inhibit
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sporulation (viz. 3\), or with only AAs as carbon source, acti-
vity is lower than with metabolizable carbon sources glucose
or glycerol. Brief nitrogen or phosphate starvation has no
effect. The abundance of specific transcripts decreases during
the first hour of sporulation, and they are almost undetecta-
ble after the second hour. 0'28 transcripts are absent from
spoOA,-Qa,-QE and -QL mutants, but are present in wild-type le-
vels in strains carrying extragenic spoO suppressors (rvt).
These observations suggest that sigma-28-controlled genes may
be involved in the triggering of spore development.
The finding that E628 is present in stationary phase spoOA
cells even though its transcription products are undetectable,
indicates that this ~ function may be required to activate
the specific promoters in Vivo, or to block an inhibitor of
628 (Gilman & Chamberlin, 1983).
Using in vitro transcripts of total B, subtilis DNA by E628,
additional strong promoters have been isolated from a gene
bank. As it is known that some promoters though poor in vitro
are nevertheless powerful in the cell, there may well be im-
portant ·weak" promoters that will not be detected by such a
screening procedure (Gilman et aI, 1984). It is estimated that
only some 20-30 strong sigma-28 promoter sites occur on the
chromosome and it was proposed that they encode functions that
sense nutrient deprivation (eg. membrane receptors) and manage
the transition from vegetative to sporulative phase (Gilman &
Chamberlain, 19A3). One sigma-28-transcribed gene has been
shown to encode a protein that would seem to be flagellin (Lei-
ghton, personal communication).
I.3.7 Sporulation-Specific Sigma-29
. '43 ",37During sporulat~on the amount of EO and Eu that can be
extracted from B. subtilis
f 629 t"pearance 0 -con a~n1ng
Sigma-29 is the product of
declines concomitantly with the ap-
polymerase (Haldenwang et aI, 1981).
the spolIG (or ~) gene, and· seems
- 39 -
to be synthesized from an inactive precursor, p31. It appears
~arly in sporulation, for which :PQOA,-Qa,-Qt,-~, and -Qli,
sporTA,and -~ functions are required, but not sppOJ. This
sigma factor persists for only 2 hours (from T2 to T4) and
sporulation can proceed only as far as stage II in its absence
(Trempy et aI, 1985a & b). Proteins of similar size that have
antigenic similarity to sigma-29 of Br subtilis are found in
sporulating cells of several Bacillus species (Trempy & Hal-
denwang, 1985).
It is clear from the above that 629 is required at a time later
than the period of its maximal synthesis, and there are exam-
ples of other such gene products ( Trempy et aI, 1985). No sig-
ma-like factors have yet been isolated from cells at an advan-
ced stage of sporulation.
Errington et al (1985) pointed out the similarity of the spoIIAC
sequence with that of spoIIG, and this was even more striking
when 2 sequencing errors were rectified (Stragier, 1986). It is
likely that this gene codes for another sigma factor of ap-
prox. Mr29,OOO in early sporulation and which might have been
overlooked. It appears at about the same time as the spoIIG pro-
duct, is also spoOA dependent and shares the conserved putative
core- and DNA-binding regions found in other sigma factors (see
Table 3b).
A number of genes, some cryptic, that are transcribed in vitro
by E629 have been identified in the cloned replication-origin
proximal ~-~ cluster, and its highly conserved promoter
has been defined (Haldenwang et aI, 1981; Tatti et aI, 1985).
The genes include spoVG and ~, already mentioned (I.3.S.3
an6 I.3.5.3), the ~ gena (also transcribed by E637 & E643)
and the ~ gene.
Site-specific mutagenesis of the ~ gene has demonstrated the
importance of the absolutely conserved A at -12 (underlined in
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Table 1): promoter utilization by 629 (and also by 032 and 037)
was greatly compromised when this conserved base was replaced
with T. The highly conserved CA at -15 and -14 respectively,
give more efficient utilization than when either position is
mutated to G (Tatti et aI, 1985).
Experiments with other mutant promoters has shown that both
-10 and -35 regions are important for recognition by E629 (Tat-
ti & Moran, 1985).
Latest results suggest that the consensus -35 is not identical
with the most efficiently used sequence (Moran, personal commu-
nication).
The spoIID gene has been cloned, and is transcribed exclusive-
ly by E629 in vitro. In vivo transcription is confined to a pe-
riod immediately following the onset of sporulation. It is ab-
sent in those ~ mutants that do not produce sigma-29, but oc-
curs in others which do not affect sigma synthesis (Rong et al,
1986).
It seems likely that sigma-29 serves to transcribe genes whose
activity is required during the period in which it is present,
rather than transcribe a select set of genes. With the excep-
tion of the L gene and spoIID, sigma-29-transcribed genes seem
also to be activated by other holoenzymes at different times in
growth (Ray & Haldenwang,1986).
I.3.8 Other Sigmas. Transcriptional Regulatory Factors
It seems likely that additional low-abundance sigmas remain to
be disr.overed, and the way in which other factors, such as spoO
functions, interact to influence transcription needs to be elu-
cidated. Cloning of genes coding for both sigma factors and ~
functions is beginning to throw some light on the hitherto obs-
cure processes involved (see also 1.6.5),
The "cascade" model (Losick & Pero, 1981) suggested that the
minor sigma factors would sequentially confer changes in pro-
moter specificity on RNA polymerase, and would so control the
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sporulative program. Since then it has become clear largely from
isolation of a variety of intergenic suppressors of sporula-
tion defects that sporulation is not the inflexible dependent
sequence of events previously thought, and a more general re-
gulatory role has been proposed for sigma factors (Price & Doi,
1985).
There are abundant reports in the literature of genes with
transcriptional start sites that are not preceded by sequen-
ces homologous to a hitherto defined promoter consensus.
For example, the 0,3 kb gene is activated at an intermediate
stage in sporulation (T4, stage III). The gene is apparent-
ly not in an operon, as a typical terminator lies at -50. It
cannot be transcribed in vitro by E643, E637 or E629 (Stephens
et al, 1984). Induction of 0,3 kb-lacZ fusions is blocked by
spoOB, spoIIA,spoIIE and spoIII. Centered about -5 and -27,
this gene has sequences highly homologous to similarly cen-
tered sequences upstream of the B. thuriqiensis crystal pro-
tein "upstream" transcriptional start, which is active at
roughly the same stage of sporulation. These regions are quite
distinct from other characterized promoter sites. It has been
demonstrated that crystal protein synthesis is transcription-
ally regulated, and that early in sporulation a different tran-
scriptional initiation site (lying 16 bp downstream) from the
one mentioned above, is used (Wong et al, 1983). This early
site shows modest homology to the 629 consensus at -10 but
not at -35. There is evidence from E, coli that genes that are
positively regulated by an effector in addition to polymerase
often lack the -35 region homology, eg.~£Rt, Where the -35 ho-
mology is present, a basal low level of expression is seen, as
one would expect, in the absence of effector eg.ArBM (Rosen-
berg & Cuurt, 1979).
Another example is the genes coding for the small, acid-solu-
ble spore proteins (SASPs) of B, megaterium, and B,subtilis,
which are under transcriptional control and are co-ordinately
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expressed only during sporulation. These have highly conserved
regions upstream from the transcriptional start that do not re-
sem~le promoters for other genes viz. an exceedingly AT-rich
tract, followed by a -35 of general form T/A TIA G TIA A TIA
and a -10 region G G/C A'-A A C (Fliss & Setlow, 1985; Connors
et al, 1986; Fliss et al, 1986).
While in vitro transcription (albeit poor) of spoVG, as well as
b d' d 637.. 'f h f~ can e ~recte by E , ~n v~vo express~on 0 t e ormer
requires sPQOA,-Qa,-~,-QL,-QH (Ollington et aI, 1981) and spoOK
(Zuber & Losick, 1983). Their gene products may act directly ei-
ther as positive regulators, or to inactivate repressors. Since
having the spoVG promoter region on a multicopy plasmid in a
wild-type background inhibits sporulation, it is likely that it
titrates a low-abundance positively-acting regulatory protein
(Banner et aI, 1983). The requirement for spoOA and -Qa can be
suppressed either by propagating spoVG on a plasmid, or by ha-
ving the gene in an ~ background (an intergenic suppressor).
These two options do not however eliminate the need for the
spoOH gene product (viz. sigma-32) (Losick, personal communica-
tion) .
Identification of other transcription modulating factors, and
elucidation of their roles is being studied by the use of gene
fusions, where a gene whose product is easily assayed is put
under the control of a regulated gene, eg spoVG/~ (Zuber &
Losick, 1983) and ctclCAT (Truitt et al, 1985).
Using the latter plasmid-borne ~ fusion has led to the isola-
tion of non-copy number chromosomal mutants with altered chlor-
amphenicol resistance. Mutants with increased ~ transcription
of which some, but not all were Spo-, were found, and where
specifically either early (T1.5) or late (T5) transcription
was affected. This method also allows the detection of mutants
with reduced E637 transcriptional activity. Several of the mu-
tations affecting ~ expression map around ~, the gene en-
coding sigma-37 (Binnie et al,1986).
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1.3.9 Transcriptional Regulation by RNA Polymerase
Modification: a Barrier to Interspecies Expression?
From the above discussion, it is clear that there is, in ~
subtilis, a requirement for a variety of specific factors
apart from RNA polymerase core enzyme in order for trans-
cription of some non-inducible genes to occur. These req-
uirements differ from one class of genes to another. Obvi-
ously the absence of such factors, or others that can com-
pensate for them and allow promoter recognition, may well
pose a barrier to transcription of some Bacillus-derived
genes in other species, or indeed in certain Bacillus re-
gulatory mutants.
Expression of heterologous genes in prokaryotic host strains
is one of the major concerns of the gene technology industry.
The use of some Gram-positive organisms, including Bacillus
spp., as hosts appears especially attractive due to their
effective protein secretory system. It is therefore relevant
to examine available data on interspecies expression from the
viewpoint of transcription signals and machinery. For this
purpose, the best understood representatives among the Gram-
negative and -positive eubacteria respectively, are E. coli
and B. subtilis.
While B. subtilis genes are as a rule phenotypically expres-
sed in E. coli (Chi et aI, 1978), the converse is rare (Ehr-
lich, 1978). One example of the latter is the thymidylate
synthetase gene. When the heterologous gene became integra-
ted into the B. subtilis chromosome, it complemented a Thy
phenotype, presumably having come under host control (Rubin
et aI, 1980).
Heterologous gene expression in B. subtilis has effectively
been limited to genes from other Gram-positive bacteria, eg.
StaphyloCOCCUS aureus (Gryczan & Dubnau, 1978).
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As regards promoter recognition sequences, it has been men-
tioned that the most frequently found promoter type in a-
subtilis viz. 643 recognition sequence, is essentially iden-
tical to the conserved consensus for the E, coli 070 holoenz-
yme, but that the former seems to have additional requirements
over and above the conserved -10 and -35 regions.
In keeping with these observations, E, coli polymerase can
transcribe some E, subtilis chromosomal and phage genes with
643 consensus sequences more efficiently even in vitro than
does the homologous enzyme (Moran et al, 1982a; Murray & Rabi-
nowitz, 1982; Lee et aI, 1980). Conversely, E643 is able to trans-
crfre from E, coli-derived promoters, such as lacUVS, but only.
very inefficiently even at low ionic strength, where the enzyme
becomes less selective (Shorenstein & Losick 1973b; Wiggs et al,
1979, Lee et aI, 1980; Peschke et aI, 1985).
An AT-rich stretch at -40 to -50 is a feature of many E, subti-
~ 643 promoters (Moran et al, 1982a) and is found occasional-
ly for E, coli chromosomal and phage genes. When Gram-negative
promoters of this type are assayed, they are often utilized ex-
tremely efficiently by the vegetative E, subtilis holoenzyme,
with initiation taking place at a site identical to that used
in E, coli (Peschke et al,1985).
More surprisingly, it was recently demonstrated that a promoter
used exclusively by the minor E637 form in B, subtilis, viz. the
subtilisin ~ ~romoter, can be utilized both in Viyo and in
vitro by E, coli RNA polymerase, with initiation taking place
faithfully at the same two initiation sites used in E, subtil-
~. It is not known whether a minor contaminating form of i.
~ polymerase (E670) is responsible for the activity (Wong
& Doi, 1984). Such forms are known to exist - see I.3.11. The
failure therefore to obtain phenotypic expression of B, subti-
~ or other Gram-positive-derived genes in E, coli even where
transcription does occur, has convincingly been shown to lie
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at the translational level. This barrier to expression is con-
sidered separately in I.7.3 and I.7.4.
I.3.10 Homologies Between Major Sigma Factors
From the activities discussed above it might be anticipated
that similarities in the E. coli and B. subtilis RNA polyme-
rases (major species) themselves, specifically in the respec-
tive promoter selectivity-conferring sigma factors, would be
found. Reconstitution experiments with heterologous combina-
tions of sigmas and cores yield active enzyme (Shorenstein &
Losick, 1973b). Thus while the peptide maps of 043, 637,
629, delta, p34 and p23 differed from one another (Haldenwang
& Truitt, 1982; Wong & Doi, 1982), those of 643 (B. subtil-
iP) and 670 (E. coli) revealed a limited homology. This was
also manifested by immunological cross-reaction of anti-643
with 670, but not with the other polypeptides tested (Wong
& Doi, 1982).
The genes coding for 655/43 and 670 (rpoD) have been cloned
and sequenced (Price et aI, 1983; Gitt et al, 1985; Burton et
aI, 1981), and they display a strong homology, despite the dif-
ference in size of the gene products. When the deduced AA se-
quences are aligned ~t the C-terminus, the homology between 043
AA140-371 and the 670 AA 360-613 is 84\, including conservative
changes (Gitt et aI, 1985) (see Table 3a&b).
The ~ genes are moreover found in similarly organized ope-
rons of 3 genes, but the regulatory elements of the operons
differ (Wang & Doi, 1986).
I.3.11 Homologies Between Minor Sigma Factors
In the E. coli.~ operon, ~ is preceded by ~ (primase)
(Burton et aI, 1983). In response to heat shock, a promoter wi-
thin dnaG is induced from which rpoD is transcribed by E632
(Taylor et aI, 1984).
This recently discovered minor sigma factor (632 or HptR) is
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TABLE 3 HOMOLOGIES BETWEEN SIGMA FACTORS
(A)
TotalM Position \ HaTology Position \ HaTology Position \ Harology
Position \ HaTology Ref.
SIGIA
Fe cl° 613 372-613 }--
''''''~ m~"~
375-439
84' Gitt et el ,
Bs 643
1985
371 140-371 100 43'
f-- 68'
Fe~2 284 77-90 1-284
Land1ck et al,
1984
Bs 629 239
58-122 Straqier et aL,
1984
Fe E. coli
Bs B. subtilis
Total h:rrology ,i.e. i.rChrles identical 85 ¥Ell as conservat.Ive repkecerrent.s
....... "DNA BINDING 51'1'1;;"
Alo.l/ClyNNNGlyNNNNNval/lle
1::<.: d
70
S17-SS7 l
D:> d~3 336-34b as above
se e32 158-1&8
257-267
St.raqrar 1'986)
(B) FROM STRAGIER (1986)
HtpR 19b
",(I !p le
(':.\ i 77
5poliG II'
5poilAC I 71
Ec cf32 -- HlpR
Ec c/O __ f.111
643 -- .,"Bs --SpoIIG
Bs 629 SpollAC
HtpR 9' NP£II'V~)tI l.~O fit l·t
n!. I 179 (jv : . ,
SpoliG lOJ NPl' I . I~[
SpnllAC 78 I). H ','PM
***.**.***
Alignment of the amino acid sequences of the E. coli Htp R and (7'" proteins with the B. subtilis 0·). SpollG anc::s
SpollAC proteins. A 24~-amino-acid deletion corresponding ID residues 130-374 has been introduced in the (7'<:
sequence at the position shown by the arrow. The one-letter amino acid notation is used. Chemically similar amino acids.
are defined as the following groups: D and E; 1\ and R; Sand T; F and Y; I, L and V. Gaps have been introducect
to maximize the alignments and are shown by hyphens. While letters on a black background indicate positions occupi~c::t
by identical or chemically similar amino acids in 4 or 5 proteins. Positions at which 3 residues are identical or simila r-
are boxed. The homologous regions discussed in the text are indicated by brackets (A. B and Cl. The locations 0 f'
potential (l'·helix-p-turn-o-helix structures typical of DNA-binding proteins are schematized.
(C) FROM GRIBSKOV and BURGESS (1986)
1f ... ,. 400 see .00I I I I I
U - - -, slgml-7Ola Ib J 4- _I Slgma-43L la T J 4- _I WptRf2J 4
Slgml-211
4- SPO, gp284
SPO' OP34
T4 OPS!
Lee.. t10n ot Highly Conserved Region ••
The had d t1 n of the boxes indica te the Loca tiona of the highly
s e ,ee 0 in h te t The loca tiona of Imino acid
conserved regions diseuseed t. x-e, 1 si ....... 70 aMI' indicated by data
dil! b tv en E. coli and S. trphilD\Jr um 0--
.r·t~:e!1· "70ba-r -The location of the rpoDSOOmutaticn 11 shownaa a
above ne S gma- • -
short line above the a1gu.a-70 bar.
the product of the ht£R/~ gene, and controls heat shock pro-
moters in E. coli (Grossman et aI, 1984). Homology exists be-
tween the deduced AA sequences of 670 and 632 (Landick et aI,
1984; see Table 3).
In B. subtilis, the entire rpoD operon is transcribed during
growth from the 643_type P1 and P2. During stationary phase
transcription is from P3, which lies 130 bp further upstream.
The rpoD gene here too is preceded by a primase gene (dnaE)
(Wang & Doi, 1986).
Examination of respective recognition sequences shows that ~
b .l' 628 dEl' 632 h "1 . f' .su t~ 1S an. co 1 ave s~m1 ar promoter spec~ ~c1ty.
Transcription in E. coli of cloned B. subtilis 628-specific
promoters is dependent on the HtPR+ phenotype, but is nei-
ther dependent on, nor stimulated by a heat shock, and proceeds
from the same site utilized by E628 in B. subtilis. Reciprocal
recognition and utilization was shown by purified E628 on the
rpoD PHS of E. coli (Briat et aI, 1985).
One anticipates a reasonable similarity between these two sigma
factors, but this must await the cloning of the gene for sigma-
28.
It is clear however from above experimental data that, in the
same way as other factors apart from a canonical promoter and
the appropriate sigma factor are sometimes required for ex-
pression of B. subtilis genes in vivo, so the E. coli heat
shock promoter~ are more complicated. The heat shock regulat-
ed genes all have a very C-rich sequence just upstream of the
-35 and/or -10 region, as well as an AT-rich region between
-40 and -60. These have presumably an important function in
heat shock regulation (Taylor et aI, 1984; Neidhart et aI,
1984).
A multiplicity of sigma factors is clearly not the preserve of
Bacillus: other Gram-positive differentiating organisms have
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also proved to have several RNA polymerase forms ego Strepto-
myces coelicolor (Westpheling et aI, 1985), and it is antici-
pated that, as for HtpR, sigmas will be found for special sets
of genes having in common conserved promoters eg nif genes of
Klebsiella (Buck et aI, 1986).
In Table 3A&B the regions of significant homology between ~
subtilis and E. coli sigma factors are shown. There are two
main regions that seem to be conserved. One is presumably the
RNA polymerase core binding area, the other shows the parallel
a-helices which are a general feature of well-characterized
DNA-binding proteins (Takeda et aI, 1983).
1.3.12 Homologies Between 'Phage-Encoded Sigma Factors
A~ong the 'phage-encoded sigma factors the SP01 09P28, and
6gp33-34 genes (whose gene products seem to act synergisti-
cally) have been cloned (Constanzo & Pero, 1983; Constanzo et
aI, 1984 resp.). The latter 2 genes overlap by 4 bp .
. '1 h'l 28 . 643. ,Surpr~s~ng y, w ~ e gp competes w~th host eff~c~ently
for core polymerase also in vitro (Chelm et aI, 1982), the two
proteins share little or no homology (Gitt et aI, 1985). Simi-
larly, the Mr 28,000 peptide (analogue of 6gp28) of SP01~re-
lated phage SP82 can associate with E, coli RNA core polyme-
rase to allow specific binding to and transcription from mid-
~ gene promoters (Achberger & Whiteley, 1980). 6gp28 has
however very limited homology with the major E. coli 6 factor,
670 (Burton et aI, 1981; Constanzo & Pero, 1983).gp33 and
gp34 showed neither significant homology to each other nor to
28 h' h . h Igp , w ~c ~s rat er arger.
However, Gribskov & Burgess (1986) have made a more sophisti-
cated statistical analysis of the 7 known sigma factor seq-
uences, and find that all belong to a family of homologous
proteins: Each protein could be shown to be significantly re-
lated to at least one of the others, for each element of struc-
ture tested. Though not included in this study,sigma-37 clear-
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ly also belongs to this family (Binnie et aI, 1986).
Conserved structural features are shown in Table 3C. Region 1,
highly conserved and present only in sigmas -43 and -70, is
proposed to account for the weaker binding of the major sigma
factors to core, relative to the high affinity shown by the
minor or phage-encoded forms. Region 2 is proposed to involve
core binding. Sigmas -70, -43 and HtpR each have 2 copies of
the helix-turn-helix characteristic of DNA-binding proteins
(Regions 3 & 4). In the other sigmas, only one such was detec-
ted by the analytic method employed. These are proposed to in-
teract directly with -10 and -35 regions, pos~iblY in co-ope-
ration with other polypeptides.
Isolation of mutants with predictable phenotypes would streng-
then these hypotheses.
I.3.13 Sigma Factors as Regulatory Targets
Mutations in the E. coli
tified as increasing the
of CAP-cAMP (Hu & Gross,
~ (sigma-70) gene have been iden-
expression of araBAD in the absence
1985). Although the basis for cata-
bolite repression in B. subtilis is different, the crsA47/
rpoD47 mutation similarly abolishes the glucose repression of
sporulation in B. subtilis (Takahashi, 1979; Price & Doi, 1985)
and suppress~s sPQQB,sPQQE,sPQQ~,spoQK mutations (Leung et aI,
1985).
I.4: General Regulation of Gene Expression in Bacillus
I.4.1 Control of Exoenzyme SYnthesis.
Many genes, including those coding for the sporulation process,
and exoenzymes, are under general regulation eg catabolite re-
pression, and possibly stringent control.
Together with sigma factor modification of RNA polymerase,
these general mechanisms either directly, or indirectly by
their effect on sporulation, together with other regulato-
ry loci combine to control exoenzyme synthesis in Bacillus.
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The map shown in Figure 3 indicates the chromosomal location
of some of these loci.
Below is a summary of currently-held perceptions of how these
different factors contribute to exoenzyme regulation.·
I,4.2 Catabolite Repression
In B. subtilis, provided that a utilizable nitrogen source is
available, glucose (or another rapidly metabolizable carbon
source) will inhibit sporulation (Schaeffer et al, 1965). The
addition of glucose after TO.5 however (i.e.later than 30 mins.
after the cessation of exponential growth) has no effect i.e.
the cells are then "committed" to sporulation, and resistant
to glucose repression (Schaeffer, 1969).
Glucose also exerts an inhibitory effect on exoenzyme synthe-
sis, both directly and indirectly (reviewed by Priest (1977»
and an expression of a number of genes unrelated to sporulation
eg. that for acetoin dehydrogenase (Takahashi, 1979).
The mechanism of glucose repression in bacilli is obscure rela-
tive to that in E, coli, but even in this system much is still
conjectural.
I,4,2,1 Cyclic Nucleotides
In E, CQli, the cAMP intracellular concentration rises when
glucose is limiting. cAMP together with its receptor protein
CRP or CAP, acts as a positive effector for genes sensitive
to catabolic repression, binds to the gene close tc the trans-
criptional start site, and facilitates RNA polymerase binding
(Rickenberg, 1974). However, cAMP seems not to be a universal
regulator and has not been found in B. megaterium (Setlow,
1973), B. licheniformis (Bernlohr et aI, 1974) or B, subtilis
(Hanson, 1975).,Furthermore, enzymes for its synthesis and de-
gradation were not de~table in B. pumilis, B. cereus, B, sub-
tilis (Ide, 1971) or B. rneoeterium (Setlow, 1973).
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FIGURE 3
PARTIAL GENETIC MAP OF B. SUBTILIS
adapted from Piggot , Hoch (1985)
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Some of the structural genes mentioned in the text, and regulatory
loci influencing their expression, are indicated.
Another cyclic nucleotide besides cAMP viz. cCMP has also been
implicated in catabolite repression. It seems to act as an an-
tagonist of cAMP: Levels of intracellular cCMP in E. coli were
inversely proportional to cAMP, and showed a di~ect relation-
ship to growth rate (Bernlohr et at, 1974). A direct connection
between cGMP levels and expression of catabolite-repressed en-
zyme beta-galactosidase was demonstrated in vivo: addition of
cGMP inhibited transcription in intact cells and this required
functional cAMP receptor protein (Artman & Werthamer , 1974). A
mutant eRP has also been found, which was altered so as to be
activated in vitro by cGMP instead of its normal effector cAMP
(Sanders & McCeoch, 1973).
In contrast to cAMP, cGMP has been found in Br licheniforrnis.
As with Er coli, levels are proportional to the growth rate,
but there is also a sharp increase in sporulating cells (Bern-
lohr et aL, 1974).
Ir4r2r2 Catabolite Repression of Inducible Enzymes
~ and qltA mutants have been found where several genes in-
volved in carbohydrate metabolism, and normally under catabo-
lite control, are pleiotropically affected (Fisher & Sonenshein,
1984; Fisher & Magasanik, 1984 resp.)'. It is known that gluta-
mine synthetase, the glnA product, is autoregulated, and that
both ATP and glutamine are required in addition to the enzyme in
order to repress synthesis (Schreier & Sonenshein, 1986).
It has been demonstrated that in mutants displaying a "catabo-
lite resistant" sporulative ability, catabolite repression of
the inducibla enzyme acetoin dehydrogenase is not necessarily
similarly affected (Takahashi, 1979), suggesting that several
mechanisms for catabolite repression may oper~te.
A clear demonstration that in Er coli and B. subtilis the cata-
bolite repression systems are mechanistically different comes
from examination of the expression of the B. subtilis a-amy-
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lase gene in the 2 organisms. On a high copy plasmid, in 12..:..
subtilis the cloned gene is expressed in the same way as the
chromosomal copy viz. post-exponentially and subject to repres-
sion by added glucose. The amyR1 allele gra-10 abolishes glu-
cose repression, but permits temporal activation. rn E. coli,
however, the synthesis of (X-amylase from the wt clone is con-
stitutive and not glucose-repressible (Nicolson & Chambliss,
1985) .
1.4.3 The Stringent Response, Highly Phosphorylated Nucleotides
and Sporulation Initiation
In E. coli under conditions of amino acid starvation, the
"stringent response" is invoked to adjust the cell's metabo-
lism to suit environmental conditions. ppGpp and pppGpp are
synthesized with the help of "Stringent Control Factor" from
GTP (Fiil et aI, 1977). The beta subunit of RNA polymerase has
been shown to interact directly with ppGpp: some beta mutants
are "relaxed" in the presence of high levels of ppGpp (Glass
et al,1986).
~ mutants, defective in stringent control, do not synthe-
size (p)ppGpp (Cashel & Gallant, 1969). S, subtilis cells star-
ved of either a carbon or nitrogen source, ego amino acids,
will sporulate. Highly phosphorylated adenosine nucleotides
were found in sporulating cells, but not under conditions
where sporulation is inhibited, and it was suggested that
they somehow trigger sporulation. Ribosomes from vegetative
cells synthesize (p)ppGpp. However, "relaxed" mutants of 12..:..
subtilis were found to sporulate normally even although the
highly phosphorylated guanosine nucleotides were not synthe-
sized, so it appeared that the stringent response was not
needed for sporulation initiation (Rhaese et aI, 1976).
When S. subtilis is starved for amino acid(s), an increase in
(p)ppGpp is seen, as well as an inhibition of IMP dehydrogen-
ase, the first enzyme in the synthesis of guanosine nucleotides.
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It was demonstrated by the use of specific inhibitors decoyi-
nine and mycophenolic acid (which inhibit GMP synthetase and
IMP dehydrogenase resp.), where a drop in GDP or GTP could be
induced withQut a concomitant rise in "magic spots" (p)ppGpp
.occurring, that sporulation could be triggered in both Rel+ and
~ strains, even in the presence of excess nutrients. It is
believed that it is the drop in GTP levels that is the actual
initiation trigger (Vasantha & Freese, 1980; 9chi et al, 1981).
It has been suggested that the morphologically altered prote-
ase-nonproducinq colonies that commonly arise in'large-scale
fermentations of B. licheniformis are ~+ revertants (Fran-
kena et al, 1985).
In addition to changes in levels of guanosine nucleotides, fac-
tors which can be supplied extracellularly are required for
sporulation initiation. Studies with preconditioned media show
that factors dependent on spoOC,-~,-QH, and -~, but not spoOA,
or -Qa are needed, and will allow cells at low density to spo-
rulate (Grossman, personal communication). (Note that spoOC de-
notes lesions situated C-terminally in the spoOA gene product,
which are less pleiotropic in effect than spoOA).
I.5: Specific Regulatory Loci for Exoenzyme Synthesis
Inducible enzymes such as levansucrase (tVS) are not considered
separately here. Recent accounts of the control of ~ are av-
ailable (Steinmetz et al, 1985; Aymerich et al, 1986;Shilrotsu& Henner
1986) •
I.5.1.1 a-Amylase Production: amvR1j-R2
The 3 strains B. subtilis 168, B. subtiljs natto and B. amylo-
sacchariticus (SAC) secrete a-amylase post-exponentially ap-
proximately in the ratio of 1:5:15 respectively. Transforma-
tion experiments indicated that a regulatory element that was
tightly linked to the structural gene ~ controlled the le-
vels of enzyme produced. Relatively low synthesis was attribu-
ted to the arnyR1allele of B. subtilis 168, and the higher pro-
duction of B. subtilis natto to amvB2 (Yamaguchi et al, 1974b).
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The amyR3 regulator of SAC is identical to amyR2 (Yoneda et al,
1974); the exceptionally high production by this strain is due
to a mutation at another locus (~) that also affects other
functions (see I.6.1).
The amyR1 locus has been characterized, and comprises about
280 bp upstream of amyE. There are 3 possible promoters, based
on examination of the sequence, with 3 typical SO regions with-
in 150 bp of the translational start. Apart from P2 (643_type),
they are difficult to categorize. Mapping of the transcription-
al start has not been reported, but the removal of P3 and all
material downstream of it in a transcriptional fusion did not
affect either temporal activation or glucose repression of
transcription (Nicholson et al, 1985).
The gra-10 allele of amyR1 abolishes catabolite repression se-
lectively, while allowing temporal activation of a-amylase in
stationary phase. gra-10 exerts this effect only in ~ (Nichol-
son & Chambliss, 1985; 1986,).
The amyR2 locus has also been studied (Yamazaki et al, 1983).
In addition to conferring a catabolite repression-resistant
expression in the same way as gra-10 (Nicholson & Chambliss,
1986), it has much in common with the regulatory region of the
a-amylase gene from~. amyloliquefaciens (Lehtovaara et al,
1984). An AT-rich region including an inverted repeat resem-
bling a transcription terminator was proposed to account for
the amylase hyperproduction of amyR2 strains, by elimination
of putative interference by transcription read-through from a
site far upstream. Removal of the repeat reduced expression of
B. amyloliguefaciens a-amylase by 70\. Removal of the promoter
of an upstream operon restored high yields, confirming Yamaza-
ki's hypothesis (Kallio, 1986). The amyR2 locus is resistant
to catabolite repression but only allows expression of a-amy-
lase in stationary phase. (Nicholson & Chambliss, 1985).
It should be noted that ~amylase synthesis in most bacilli
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seems to be partially inducible - yields are higher when the
growth medium contain~ starch (Priest, 1977; Sibakov, 1986 ).
I.5.1.2 Tunicamycin Resistant Mutants & amyE Amplification
After mutagenesis, tunicamycin resistant mutants with specifi-
cally raised a-amylase production were isolated, and the muta-
tion mapped near ~ (Nomura et aI, 1978). It has subsequent-
ly been shown that amplification of the region of the chromo-
some carryingboth the.tml.:R gene and ~ had occurred (Hashigu-
chi et al,1985, 1~86). The sequence tha~ is required for am-
plification has been identified (Mori et al,1986).
I.S.2 NPR Production; nprR1j-R2
The strain B. subtilis natto secretes about 15-20 times more
neutral protease than does B. subtilis 168.
The ratio of NPR/APR secreted by strain natto is 13, and in the
case of B. subtilis 168 it is 1. Increased NPR production can
be conferred on strain 168 by transformation with DNA from
strain natto. Isolation of mutants with altered enzyme eta-
blished that ~ and the structural gene ~ are tightly
linked loci (Uehara et al, 1979). By analogy with a-amylase,
two regulatory loci nprR1 and ~were proposed, where the
latter is responsible for hyperproduction (Uehara et al, 1974).
Experimental confirmation of this hypothesis has recently been
obtained. The nprR2 locus from an overproducer lacks an area
of dyad symmetry (centred about 100 bp upstream from the ini-
tiation codon), which is present in nprR1. This is due to the
lack of a 66 bp sequence present in the wild-type, and which
may be the target site for a regulatory protein. Start points
for transcription of ~ are apparently the same in both wt
and overproducer, but transcription in the latter rises more
dramatically after exponential growth is over (Toma et al,
1986).
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1.6 Pleiotropic Regulation of Exoenzymes
A number of pleiotropic mutations affecting not just exopro-
tein production, but also other seemingly unrelated features
have been described by numerous authors. A bewildering array
of phenotypes has been described, but in recent years it has
become clear that many of the independently investigated mu-
tants are alleles of one and the same locus. Difficulties in
correlating disparate reports arise as various groups select
their mutants and investigate them from a slightly different
viewpoint, emphasizing certain aspects more than others, so
the same features are not always studied. The cloning of some
of these loci is just beginning to contribute to the understan-
ding of the mechanism by which they exert their effect.
1.6.1 pap, sacU, amyB
~ mutants, displaying simultaneously increased protease and
~amylase synthesis, were first described by Yoneda & coworkers.
Other features apparently conferred by a single lesion are loss
of competence, filamentous growth (Yoneda et aI, 1973; Yoneda &
Maruo, 1975), decreased autolytic enzyme activity, and loss of
flagella (Ayusawa et al, 1975).
While amylase levels were raised 2-3 times, exoprotease activi-
ty was increased 5-16 times, and this was shown to involve both
major enzymes~ although the effect on APR levels was more mar-
ked (Yoneda & Maruo, 1975).
A positive synergistic effect on amylase or NPR production is
achieved by combining the ~ mutation with either a~ or
nprR2 resp. (Yoneda et aI, 1973; Yoneda & Maruo, 1975).
Two ~ sequential mutants both had increased a-amylase secre-
tion, but one was motile and produced lower amounts of exopro-
teases, while the other was non-motile and had greatly raised
exoprotease production (Sekiguchi et aI, 1975).
The sacuh mutation leads to increased levansucrase (50-100
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times), exoprotease (5-10 times) and a-amylase (2-3 times)
production, to the ability to sporulate under conditions in-
hibitory to the wild-type, and sometimes to the loss of moti-
lity (Kunst et aI, 1974) .
.
It has been established that pap-9,amvB and ~h, with
their similar phenotypes, have a common locus (Steinmetz et aI,
1976).
The sacU wild-type locus has been cloned, and in E. coli mini-
cells, a protein of Mr46,000 is the gene product: A component
of the same size is missing from membrane extracts of ~- mu-
tants (SacU- phenotype: greatly reduced levansucrase levels),
and is found in higher than wild-type amounts in SacUh mem-
branes. This protein is not flagellin (M 36,000). Compari-r
son of levansucrase mRNA levels in sacU- and sacUh cells sug-
gested that the ~ gene product acts post-transcriptionally
(Aubert et aI, 1985). However, it has been shown more recent-
ly that sacB mRNA levels ~ in line with LVS secretion in the
various sacU backgrounds (Aymerich et al,1986). This data has
been supplemented by the demonstration that a presubtilisin
translational fusion with lacZ involving only 8 codons of the
signal sequence, when present in a single copy in a sacU32
background, gives 7-fold higher levels of e-galactosidase than
does the parental strain (Ferrari et aI, 1986). If the ~
product indeed affects a post-transcriptional step, the target
of action lies 5' of the 8th codon in the signal sequence; ini-
tiation of translation is one possibility. Secretion cannot be
the regulatory target in the case of this' cytoplasmic fusion
protein.
A mutant diy-341 has been described which grows filamentously
at the non-permissive temperature 450C. At 370C the mutant has
lowered exoenzyme synthesis, sporulation and competence rela-
tive to wt. Div-341 maps very close to sacU and may be an al-
lele of the same locus. In a double div-341sacuh mutant a mi-
xed phenotype is obtained (Sadaie & Kada, 1985).
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It6t2 sacO
The sacQ36 mutation is less pleiotropic than is sacuh, and
leads "only" to increased production of levansucrase, APR, NPR
and a-amylase (Kunst et aI, 1974).
It was thus believed to have an effect on secretion, as apart
from all being exported, the affected proteins are under rather
different control: while a-amylase and proteases are produced
post-exponentially, LVS is synthesized only in vegetative
growth on sucrose.
The gene has been cloned from Bt amyloliguefaciens (Tomioka et
aI, 1985; Yang et aI, 1986) and from Bt subtilis wild-type and
sacQ36 (Yang et aI, 1986). The 2 genes are almost identical,
and encode a 46 AA polypeptide.
The sac036 mutation was found to be an "up"-promoter mutation:
it is a single base change at -10 from the transcriptional
start, and leads to higher levels of ~ message in stationa-
ry phase. This was demonstrated with a sacQ-lacZ integrated
translational fusion (Yang et aI, 1986). The alteration does
not lie in a sequence resembling a characterized RNA polymer-
ase recognition site.
Hyperproduction of exoprotease can also be achieved with the
wild-type ~ locus on a high copy plasmid, so elevated le-
vels of the ~ gene product evidently account for the sacQ36
phenotype.
A translational .fusion of Bt subtilis pre-subtilisin (6 codons
of the signal sequence) and e-galactosidase in a sacQ36 back-
ground leads to higher levels of the fusion products, suggest-
ing that sac036 effects the hyperproduction phenotype at a
stage prior to secretion, since here the fusion product is cy-
toplasmic (Yang et al,1986).
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The role of ~ in wild-type cells i.sobscure: partial dele-
tion of the coding sequences did not discernably affect wi1d-
type levels of (neutra1)protease or·a-amylase production, and
sporulation was unaffected. The sacQ36 phenotype was however
abolished from the mutant, and exoenzyme production returned
to wild-type levels.
I,6,3 hpr. scoC and catA
These loci map in the same area and are probably alleles. The
phenotypes include hyperproduction of exoprotease and defects
in sporulation control ego delayed, or catabolite- repression-
resistant sporulation.
A high protease (Hpr) phenotype (16-30 fold higher) was descri-
bed where a-amylase production was unaffected. NPR levels were
elevated 10-fold, APR about 2-fold (Prestidge et al, 1971; Hi-
gerd et a1, 1972).
In various ~ mutants, an integrated translation fusion of
pre subtilisin (first 8 codons) and ~, under the control of
subtilisin upstream regulatory sequences, gave 16-fold higher
e-ga1actosidase levels than did wild-type (Ferrari et a1, 1986).
~ mutants, selected for the ability to sporulate in the pre-
sence of glucose, secrete elevated levels of protease and this
secretion is likewise not repressible by glucose, whereas his-
tidase remains under glucose control. catA is hypostatic to
spoQA,-Qa mutations as double mutants are Spo and do not se-
crete protease (Ito & Spizizen, 1973).
Some (not all) spore control mutants (Sco), selected for the
ability to secrete protease under catabolite inhibitory condi-
tions, mapped at a locus, SCQC that cvu1d not be distinguished
from catA in genetic crosses (Mi1haud et a1, 1978). APR prod-
uction was especially affected. Careful experiments showed that
the "catabolite-resistant" phenotype is in fact a matter of
degree. While ~ and ~ mutants are also sensitive to addi-
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tion of glucose to the medium (it delays 3Porulation and inhi-
bits protease production), they develop resistance to catabo-
lite repression earlier in growth than does wt, and recover
more quickly from glucose addition (Dod & Balassa, 1978). The
timing of glucose addition was crucial. In general, the glucose
effect was less marked in mutants if added prior to To. Addi-
tion of glucose between To and T1 actually stimulated APR
production in the mutants dramatically. It appeared that exo-
protease control was under catabolite control both directly,
and indirectly by control of sporulation.
The ability to sporulate under conditions where the wild-type
cannot (eg. ~, ~) can be associated with the hyperpro-
duction of protease also in B, cereus, where mutants able to
sporulate in exponential growth have been isolated. These Hde-
repressed" sporulation mutants included many purine auxotrophs,
and the other phenotypes were correlated with the auxotrophy.
Selection for purine auxotrophs instead of protease overpro-
duction also yielded such mutants (Levisohn & Aronson, 1967).
Presumably the GTP levels needed for stringent control are not
available (Ochi et al, 1982).
I.6,4 Other Cloned Pleiotropic Loci
There are reports of cloned fragments from other Bacillus spp.
that enhance production of exoenzymes. The ~ locus, from ~
subtilis natto leads to increased NPR, APR and LVS secretion,
as well as causing filamentous growth in the strain carrying
the clone in multiple copies. An open reading frame of 60 co-
dons, encoding a highly charged polypeptide (42\ charged AAS)
is believed to constitute the gene (Nagami
The resemblance of the PrtR phenotype with
but the size of the gene product cannot be
~ data of Aubert et al (1985).
& Tanaka, 1986).
~u is striking,
correlated with the
A gene from B, lichenifQrmis enhances APR, NPR, a-amylase and
m~se production in B, subtilis cells carrying the locus on a
plasmid (Okada et al, 1984).
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No other data such as mapping, is as yet available, so the re-
lationship, if any, to th~ loci already discussed is still un-
clear.
I.6.S Stage 0 Mutants
I.6.S.1 Hierarchy of spoO Loci
There are 10 spoO genes: sooOA,-Q.§,,-QQ,-Qt,-Q,r,-OG,-OH,-OJ',-Q,K,
-OL.
The stage 0 sporulation (~) mutations have pleiotropic ef-
fects on exoprotease and antibiotic production, the develop-
ment of competence, susceptibility to 'phage, and on transcrip-
tion by minor forms of polymerase (Brehm et aI, 1973 and refs.
below). Cloning of these genes, identification of products and
lesions, as well as characterization of intergenic suppressors
is beginning to elucidate their mode of action.
SpoOA and -Qa mutations are the most pleiotropic and were be-
lieved to be concerned with sporulation initiation (Hoch, 1976;
Hoch et al, 1978). The ~ loci were placed in a hierarchy by
Piggott & Coote (1976).
Table 6 : Hierarchy of sEoO Loci
PROTEASE ANTIBIOTIC COMPETENCE
SpoOA
-OC + + +
SpoOB +/- +
spooe +
SpoOD + +
SpoOE +/- variable
SpoOF +/- +
SpoOH + +
+/- v<iriab1e
SpoOJ + +
SpoOK +
While spc;:OA and -ru:_ couldbe differentiated (Michel & Cami,
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1969; Hoch et aI, 1978) they are alleles of one locus. spooe
mutations are more weakly pleiotropic, presumably since they
are now known to be alterations in the extreme e-t~rminus of
the spoOA coding sequence (Ferrari F.et aI, 1985).
I.6.5.2. spoO Gene Products; Low Abundance Transcription
Activators
It has already been mentioned that spoVG transcription in vivo
requires spoO functions in addition to E643, E637, and E632
(Ollington et aI, 1981; Johnson et aI, 1983; Zuber & Losick,
1983). It is clear that the spoO gene products are present in
very low amounts: propagation of the spoVG promoter region on
a multicopy plasmid inhibits sporulation (Banner et aI, 1983).
The level of expression of a spoYG-lacZ transcriptional fu-
sion on a high copy plasmid is only 2-3 fold higher than in
cells with one copy of the fusion (Zuber & Losick, 1983). The
multicopy phenomena are most easily explained by assuming ti-
tration of a trans-acting factor. At the same time, propaga-
tion on a plasmid abolishes the need for certain ~ func-
tions (spoOA, -OB),but not for spoOH (which encodes 632, Lei-
ghton, personal communication) and also affects the timing of
expression: significant ~-galactosidase synthesis is seen prior
to To (Zuber & Losick, 1983 & personal communication regarding
the use of a spoOH deletant). It was suggested that supercoiling
of promoter DNA in the plasmid was supplanting the possible ac-
tions of spoOA or -Qa, but similar disproportionately low le-
vels of ~-galactosidase activity were obtained when integrated
copies of the spoVG-lacZ fusions were caused to amplify.
It should be noted, however, that having'many copies of a
~-regulated promoter does not always eliminate the need for
one or more sporulation gene products in order to get expres-
sion. One such example is the cat-86 gene of B. purnilus (Mong-
kolsuk & Lovett, 1984), another is a cryptic gene from an al-
kalophilic strain that is expressed at Ta (Kudo et aI, 1985).
~ however, which is, like spoVG, transcribed by E632 and
E637, is independent of spoO functions (Ollington et aI, 1981).
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The promoters P28-1 and P28-2 "read" by E628 are
dependent on certain ~ (-QA,-Qa,-Qt,-~) functions, but
this dependence is abolished by intergenic suppressor rvtAll
(Gilman & Chamberlin, 1983). rvtAll (Sharrock et al, 1984)
has exactly the same phenotype as does sof-1 (Hoch et al,
1985) viz. it confers the ability to sporulate in the pre-
sence of alcohol, glucose, and suppression of spoos, -Qt and
-Qr even in the presence of glucose, but not of spoOJ, -OH,
-QK. Sof-1 has been shown to be a single base change in the
12th codon of the spoOA gene (Hoch et al, 1985).
The spoOA and spoO; genes have been cloned and code for pro-
teins of Mr 29,000 and 14,000 resp. (Ferrari et al, 1985;
Ikeuchi et al,1986; Trach et al, 1985). The spoOF gene product
is 56\ homologous (AA) with the N-terminal region of spoOA;
and 20 structure predictions are identical for the 2 proteins.
Both are homologous to the N-terminal domains of E. coli pro-
teins OmpR and SfrA that are known to regulate transcription
of membrane components. In addition, the C-terminal region of
SpoOA shows a significant homology to SpoOS. A direct interac-
tion with RNA polymerase is proposed for spoOF and spoOAproducts.
The synthesis of SpoOF itself is under glucose control (Saito,
personal communication): An integrated fusion of spoOF - a-amy-
lase gives a-amylase synthesis only in the absence of glucose
or in a ~ background. Moreover, low-abundance positive regula-
tory factors must be involved in activating snoOF: having the
gene in high copy inhibits sporulation, for which the gene pro-
duct is absolutely required. A deletion of spoOF coding sequen-
ces abolishes sporulation entirely (Kawamura & Saito, 1983).
I.6.5.3 Effect of spoO Mutations on Subtilisin Expression
The effect of ~ mutations on levels of a translation fusion
between the first 8 codons of presubtilisin and B-galactosidase
has been examined. The fusion gene was under the control of the
subtilisin upstream regulatory sequences, and was present in
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only 1 copy per chromosome.
The decIease in expression of a-galactosidase, which expres-
sion was strictly confined to stationary phase in all experi-
ments, was qualitatively in accordance with expectations in
the various spoO backgrounds (see "Hierarchy" of Pleiotropy
in I.6.5.1). However, the effects were undramatic by compari-
son with earlier data on characterization of the ~ mutants
themselves: spoOA exerted a 10-fold inhibition, spoOH,-OE,-OF,
-os were similar in giving approx. a 5-fold inhibition, and
spoOJ none at all with reference to the wild-type strain (Fer-
rari et al,1986). When the subtilisin promoter (or gene fusion)
is present on a high copy plasmid in a spoOA background, a-ga-
lactosidase from an integrated (or plasmid-borne) fusion gene
is expressed at "wild-type" levels, suggesting the titrating
of a negative regulator by the promoter region . Even where
5poOA regulation is thus "overcome", another level of control
operates to confine expression to stationary phase. Either ca-
tabolite repression, or an inducer that first appears in late
log phase may be responsible. These results contrast with
those from multicopy spoVG-lacZ fusions, where expression is
seen in exponential phase (Zuber & Losick, 1983).
1,6,5.4 The Involyement of 643 'in Sporulation Initiation
As discussed above, the 5poOA allele sof-1 (rytAll) confers a
catabolite-resistant sporulation phenotype (ers), the ability
to sporulate in the presence of alcohol (Ssa phenotype, which
otherwise induces a ~-like phenocopy), as well as being able
to suppress spoOS,-Q& and Q! mutations fully (Hoch et al, 1985;
Sharrock et aI, 1984; Kawamura & Saito, 1983).
It has been shown that crsA47,-~,-~ mutations, that likewise
confer catabolite-resistant sporulation, relief from catabolite
repression of some enzymes, and the ability to sporulate in the
presence of alcohol, all involve a two base change resulting in
a single AA alteration (Pro-->Phe) in the ~ gene product viz.
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siqma-43. crsA47 will suppress spoOt,-QI,-QK fully, and spoOB,
-~ and -QQ partially (Price & Ooi, 1985; Leung et al, 1985;
~awamura et al, 1985). In turn, crsA47 can itself be suppressed
by some spoQA,-QQ,-Qr;QK and non-~ mutations (Kawamura et al,
1985; Sun & Takahashi, 1985).
r.6.5.5 Other Extragenic Suppressors of Sporulation Mutations;
t
Network Concept
The Crs phenotype (~,-Q,t,f loci) can be suppressed by the
rif-11 allele of the RN1\.polyrrerase5-subuni t (Sun & Takahashi,
1985). ~ has been shown to constitute the rpoBC operon, en-
coding subunits 5 and 5' (Leighton, personal communication).
In t. coli, one ts S' mutant displays a "stringent response"
as regards rRNA synthesis in the absence of ppCpp accumulatio~, .
and can be considered a similar phenomenon (Oostra et al, 1981).
Everything thus points to the action of ~ mutations and many
of their intergenic suppressors acting via the transcriptional
machinery.
Another partial suppressor, ~, restores some features to
spoOA and -Qa mutants (but nQ! sporulation ability), and is be-
lieved to act via ribosomal protein alterations (Trowsdale et
al, 1979). rev-4 partially compensates for sporulation defects
caused by alterations in the transcriptional and translational
machinery, and is believed to involve membrane alterations
(Sharrock & Leighton, 1982).
It seems though, that sporulation is rather flexible, and
should be considered to be a regulon, or "network"; it can take
place by "bypassing" a step rather than, as was first assumed,
being a process involving a rigid consecutive developmental pro-
gra~ (Ballassa, 1969). The extragenic suppressors demonstrate
that some ~ products are neither unique nor essential. As
yet, however, no suppressors of sPQOH (632) have been isola-
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ted.
Thus certain mutations in spoOA and rpoD can render environ-
mental signals (eg. nutrient availability) and other ~
functions redundant and allow sporulation to proceed (Price &
Ooi, 1985).
Another example of flexibility is the gene product of spoIIG,
viz. sigma-29. It can accumulate in one early-blocked strain
(spoOJ, but not in most other ~ strains), and yet fails to
be expressed in several stage II (and possibly stage III mu-
tants), which have progressed to a much more advanced stage
(Trempy et al, 1985b).
I.7: Translationkl Control of Expression
Physiological control of expression can take place at the level
of translation. Two of the many possible regulatory variables
are (a) the rate of translation initiation and Cb) regulation
of elongation rate by codon choice (ie tRNA availability). Both
need to be considered when evaluating B. subtilis as a 'host for
heterologous gene expression, for such mechanisms could prove
an effective barrier to expression.
I.7.1 Translational Initiation in E. coli
Initiation of protein synthesis by procaryotic ribosomes in-
volves selection of a site on mRNA by the 305 ribosomal sub-
unit.
This site includes the following featuree: a polypurine Shine-
Oalgarno (SO) region (Shine & Dalgarno, 1974) which is comple-
mentary to a variable extent to the 165 rRNA 3'-end, an ini-
tiation codon, and the appropriate spacing between these fea-
tures, commonly 3-11 nucleotides (Gold et al, 1981).
There is no correlation between spacer length and the "strength"
of the ribosome binding site (RBS); moreover, application of
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the structural criteria listed above cannot distinguish func-
tional from non-functional E. coli ATG initiation codons (Stor-
mo et a L, 1982).
It is evident that other, less easily defined features influ-
ence initiation. The sequence of the "spacer region" can con-
tribute to initiation efficiency (De Boer et aI, 1983, Hui et
aI, 1984). An examination of 29 mRNAs showed that many are
characterized by the potential for stem-loop formation , where
the SD is found in a non-helical section, but the initiation
codon often in a stem (Selker & Yanofsky, 1979). Alterations
upstream from the RBS can have dramatic effects on translation
efficiency (Iserentant & Fiers, 1980; Queen & Rosenberg, 1981;
Hall et aI, 1982; Kastelein et aI, 1983), and secondary struc-
ture considerations have been invoked to explain these obser-
vations.
I.7.2 Codon Usage in E. coli and B. subtilis
It is known that in Er coli, iso-accepting tRNA species are
present'in different molar amounts (Ikemura, 1981). Highly
expressed genes are made up of codons corresponding to abun-
dant tRNA spp. This is not the case for weakly expressed genes
whose products are needed in relatively low amounts (Grosjean
& Fiers, 1982). It has been suggested that codon choice and
relative tRNA abundance have more to do with the energetics of
proof-reading than with elongation rates ~ ~ as far as abun-
dant proteins re concerned (Holm, 1986). In Br subtilis, dif-
ferent profiles of iso-accepting tRNA species have been found
for vegetatively growing cells, and spores (VoId, 1973).
Comparison of a data base of 16,351 and 6,121 codons for ~
coli and Br subtilis respectively, indicates that whereas £.
coli often has a pronounced bias towards use of one codon, ~
subtilis tends to use alternative codons more evenly (Piggot
& Hoch, 1985). A more detailed analysis, where homologous
genes from the two organisms were compared, as well as vari-
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ous categories of Bacillus genes (such as ~ genes, those
for secreted enzymes, and genes expressed late in sporulation),
carneto a similar conclusion (Ogasawara, 1985). In B, subtilis
ribosomal protein genes however, and gyrArB, there were several
codons that were not used at all, or were underused, in paral-
lel with the counterpart genes in E, cQli. From this study, it
would appear that "rare" codons are unlikely to limit the tran-
slation of foreign messengerRNA!; in Bacillus.
It should be mentioned that a non-AUG translation-initiating
codon ( viz. GUG or UUG) is significantly more frequently found
in Br subtilis (and other Gram-positives) than in E, coli (29
vs 3\; Hager & Rabinowitz, 1985a).
I,7,3 Translati~n Qf Gram-Negative mRNAs in Bacillus
It has already been mentioned that B, subtilis, does not share
E, coli's characteristic ability to express genes from a wide
variety of sources. Transcriptional differences between the or-
ganisms were discussed. It is however, at the translational le-
vel that considerable restriction of heterologous gene expres-
sion takes place in Bacillus.
Failure to obtain phenotypic expression of genes from Gram-
negative sources in Bacillus subtilis is reflected in in Vi-
~ experiments with cell-free transcription-translation
systems. Thus while salt-washed r!bosomes of both Gram-posi-
tives and Gram-negatives will synthesize up to 30\ as much
protein in the absence of salt-wash as they do when salt-wash
is present on mRNAs of Gram-positive origin, Gram-positive
ribosomes are extremely inefficient in translation of mRNAs
from Gram-negative sources, even in the presence of salt-wash
(Stallcup et al, 1976; Sharrock et al, 1979; McLaughlin et al,
1981b) .
Ribosomal salt-wash from Bacillus subtilis can substitute ful-
ly for the E, co11 wash in effecting translation of 17 mRNA by
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E. coli ribosomes (McLaughlin et aI, 1981b) and can therefore
be presumed to contain similar translation-stimulating fac-
tors. Conversely, the results from heterologous systems point
to the salt-wash-independent translation of Gram-positive mRNAs
being due to some inhere~t property of these mRNAs.
E. coli S1 ribosomal protein (30S subunit) was demonstrated to
improve utilization of f2 RNA by B. stearothermophilus ribo-
somes (Isono & Isono, 1975), but has no effect in the a. 5ubti-
~ system with the same template or Tt mRNA. Addition of puri-
fied IF factors to the transcription-translation system indi-
cates that IF3 is largely responsible for the stimulatory ef-
fect of salt-wash (McLaughlin et aI, 1981b). This factor has
been proposed to enhance translation by dissociating the 70S
subunit (Godefroy-Colburn et aI, 1975), and as this can be
promoted by Ba~illus mRNA, it may account in part for the orga-
nism's independence from this factor (Sharrock & Rabinowitz,
1979j.
I.7.4 The Gram-Positive Shine-Dalgarno HomQlogy
It had been observed that the degree of dependence on IFs and
S1 for effective initiation at different RI7 RNA translation
initiation regions was inversely proportional to the comple-
mentarity of templates to the 3'-end of 165rRNA: the greater
the extent of complementarity, the more stable the 305 - mRNA
complex, and the less essential were the IF factors (Steitz et
aI, 1977). The hypothesis was thereafter put forward by Rabi-
nowitz & coworkers that for translation to occur in the at sub-
tilis system, a stronger Shine-Dalgarno complementarity was
required. Examination of several Cram-poitive initiation re-
gions supported this view, and explains why poor translation
of Gram-negative mRNAs occurs in Gram-positives (McLaughlin et
aI, 1981a; Moran et aI, 1982a). Indeed, since then a large
number of genes from Cram-positives have been characterized,
and these invariably show impressive Shine-Dalgarno homology,
while the "spacing" of RBS relative to the initiation codon is
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similar in E. coli and Br subtilisr The free energies of for-
mation of hybrids between mRNA and Br subtilis 16S rRNA average
- 16r7 (+/- 2.3) kcal/mol, whereas in Gram-negatives this fig-
ure is significantly lower viz. -10.9 (+/- 3.4) kcal/mol (Hager
& Rabinowitz, 1985a).
Experimental in vivo support for the strong Gram-positive SO
hypothesis came from the use of a "shuttle-vector" carrying a
promoterless CAT gene, which was transcribed at a low level by
"read-through" from elsewhere on the plasmid. The gene retains
its Tn~-derived SO sequence. This was sufficient to confer
chloramphenicol resistance on E. coli, but B. subtili~transfor-
mants became CmR only when homologous ONA was cloned in front
of the gene/thereby presumably providing an SO that could be u-
tilized (Goldfarb et aI, 1981). When a B. subtilis promoter on-
ly is positioned 5' to the gene, there is no phenotypic expres-
sion of CAT (Lin et aI, 1985). Interestingly, spontaneous CmR
mutants resulting from tandem dupli- and triplication of a por-
tion of the gene encompassing the SO sequence have been obtain-
ed. Since the SO homology remains unchanged, it is proposed
tha~ as the hypothetical alternative stem-loop structures that
can be drawn for the mutant CAT mRNAs place the SO region in
the loop, they make it more available for binding, and thereby
compensate for the weak homology (Lin et aI, 1985).
But it seems that more subtle forces are involved: a strong SO,
even where positioned "freely" in a secondary structure predic-
tion, is not in itself a guarantee of efficient translation in
a Gram-positive system. An example of such mRNAs are the T7 late
transcripts, some of which have powerful SO sequence homology.
Nonetheless, only a low level of translation of the late pro-
teins can be achieved in Br subtilis. These messenger RNAs can-
not compete with 029-derived mRNA in an in vitro translation
system (Hager & Rabinowitz, 1985b). These authors point out the
extreme A-richness about the translation initiation site in
Gram-positives, which is even more pronounced than it is in
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Gram-negatives (Stormo et aI, 1982). It is not clear.though
whether this constitutes a factor for ribosomal utilization.
While it is clear then that sequence alterations 5' to the SD
may be influential, and that putative 20 structure where SD
and/or initiation codon are found in single-stranded areas can
be important, but not decisive, in determining whether effici-
ent translation can take place, it should also be borne in mind
for work with heterologous genes that the coding sequence it-
self is also important. A given 5' untranslated region, giving
good expression of one gene product, will not necessarily be e-
qually suitable in juxtaposition with another gene, presumbly
due to unfavourable secondary mRNA conformations (Stanssens et
al, 1985; Warburton et al, 1983).
Finally, by supplying the appropriate promoter(s) and ribosome-
binding site(s), where necessary, expression of foreign genes
is made possible in E. subtilis. This is most elegantly illus-
trated by the transfer of the E. coli ~ operator, and repres-
sor gene to E. subtilis. The latter was brought under the con-
trol of the host regulatory signals, and allowed IPTG-inducible
expression of the gene downstream from tb.elac operator(Yansura &
Henner, 1984).
I,8: Zymogens
I.8,1 Inactive Protease Precursors
Microbial proteases and the eukaryotic digestive proteases are
believed on the basis of structural similarity to have a common
ancestry.
By their very nature, proteolytic enzymes, if uncontrolled, can
pose a threat to the cell. In fact, most secreted proteases are
synthesized in the form of an inactive zymogen precursor, which
is activated by limited proteolysis. This process is as yet
better understood for eukaryotes.
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A classic example of autocatalytic activation is pepsinogen,
which is converted to pepsin by pepsin already in the gastric
lumen. Activation by specific cleavage of a peptide lying N-
terminal to the active site from the inactive precursor, by a
different endopeptidase, forms the basis ~f several physiolo-
gical systems. Typically, a cascade of proteases are activated
in turn. The product of one cleavage reaction, having adopted
an active conformation, is the catalyst for the next. Regula-
tory proteases usually are multichain, with the chains cova-
lently bound by disulphide bridges.
An amino-terminal extension is one mechanism for inhibiting
protease activity. Trypsinogen, for example, is activated by
the removal by enterokinase of residues 1 to 6. Trypsinogen,
like some other zymogen forms, is weakly catalytic.It will
react with DFP at the active site serine with an efficiency
about 103-fold lower than trypsin. The reduced activity seems
to be due to poor substrate binding ability rather than to
impaired catalysis. The "activation peptide" or "pro-peptide"
may be short, as in above example, or may even exceed the size
of the enzyme itself.
Secreted proteases in common with other exported proteins, also
have an N-terminal leader peptide or signal sequence, which is
cleaved off during transport from the cytoplasm by a membrane-
bound signal peptidase. This "pre-sequence" also ensures that
the precursor is maintained in an inactive conformation form
during compartmentalization (Neurath, 1975, 1984).
I.8.2 Bacillus Exoproteases
Cloning of the genes for the Bacillus APR and NPR revealed the
presence of a sizeable coding region between sequences coding
for a recognizable signal sequence and the mature secreted en-
zyme. Since, unlike the mammalian digestive proteases, only a
single active extracellular form had been observed, this find-
ing was greeted with surprise. It was established by changing
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the 5th codon by site-specific mutagenesis to a stop codon,
and comparing expression in the wt and a suppressor mutant,
that this pro-region 'indeed is translated (Vasantha et al,1984).
When the ·pro" regicns ei subtilisin are (re-)defined as star-
ting C-terminal to the signal consensus cleavage site Ala-X-Ala
(ven Hei~ne, 1984a), they are 76 AA (B, licheniformis, Jacobs et
al, 1985) or 77 AA (B, ~ubtilis and amylolQguefaciens, Stahl &
Ferrari, 1984; Wells et al, 1983 resp.). Remarkably, codons for
charged AAs comprise 35-39\ in the pro-region ~. only 10-12\
for the mature enzyme. Most of the charged AA's are found in
blocks of several together. There is a net positive change (+4
-->+7).
Similarly, in the "pro" region of the metalloprotease, charged
amino-acids are frequent, comprising 28\ of the large activa-
tion peptide of approx. 190 AAs. There is a net positive charge
(Vasantha et a1, 1984; Yang et a1, 1984).
It has been suggested that this excess charge helps to bind the
proenzyme to the oppositely charged membrane. Attention has
been drawn to the fact that the peptide bond between "pro· and
mature region is a preferred site for the mature APR, NPR, resp.
suggesting autocatalytic activation of a membrane-bound form
(Vasantha et a1, 1984).
Experimental evidence supporting this hypothesis is available
from studies with site-specific mutagenized subtilisin genes
(Powers et al,1986). Alteration of Asp32, (in the catalytic
triad) to Asn gives a non-active product. I~ Western blots,
a mutant precursor of Mr 42,000 associated with the membrane
can be detected with anti-subtilisin. In the course of incu-
bation, this precursor disappears provided that a background
level of subtilisin activity is present, and enzyme is relea-
sed into the medium. In a mutant host where ~ had been de-
leted, release of the mutant inactive "mature" enzyme (of Mr
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27,000) from the membrane could be effected by the addition of
exogenous subtilisin. Subtilisin thus probably undergoes auto-
catalytic activation.
Studies where increasing lengths of the NPR prepro-region are
fused to a-amylase have suggested the presence of several'pro-
cessing sites internally situated in the "pro" regions, which
need to be included in the fusion in order to achieve export of
•the a-amylase (Shimada, Mitsui, personal communication; Honjo
et aI, 1985). However, no forms of subtilisin other than prepro-
and mature forms have been detected to date (Powers et al, 1986),
although processing after the pre- region has been demonstrated
in signal sequence fusions to the spa gene (Vasantha & Thompson,
1986). Such processing resulted in heterogenous N-termini.
r.9; Secretion of Proteins
The process of protein transport in both prokaryotes and euka-
ryotes has been the subject of intensive study in recent years,
and new developments are regularly reviewed (Silhavy et al, 1983;
Oliver, 1985a; Benson et aI, 1985; Pugsley & Schwartz, 1985).
Only the basic features of secreted proteins and the secretory
machinery will be discussed here.
r.9.1 Signal Seguence
With few exceptions, proteins that are translocated from the
cytoplasm (be it to endoplasmic reticulum in eukaryotes, to pe-
riplasm or other compartment in Gram-negative bacteria, or into
the medium in the case of Gram-pcsitive organisms) are synthe-
sized on membrane-bound polysomes (Redman et al, 1966; Randall
& Hardy, 1977) in the form of a precursor which has a 15-25 AA
N-terminal extension (signal peptide). The signal peptide is
normally cleaved off during translocation (Perlman & Halvorson,
1983).
Signal sequences from diverse sources have certain features in
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common: A) the extreme N-terminus (1-5 residues) is very basic
due to the presence of several Lys and/or Arg residues, B) a
block of hydrophobic residues (7-17 AAS) follows and (C) a more
polar region terminating in a small amino-acid is found just
before the cleavage site (Inouye & Halegoua, 1980).
Signal sequences do not otherwise display a high degree of se-
quence similarity, even where 2 proteins are otherwise homolo-
gous. eg.the a-amylases (Stephens et aI, 1984) and subtilisins
(Jacobs et aI, 1985) of B. licheniformis and B. amyloliguefa-
ciens. The signal sequence of proteins of Gram-positive origin
tend to be longer than the average, and have a higher average
positive charge (c.3) than do their Gram-negative counterparts
(viz.2) (Watson, 1984; Abrahmsen et aI, 1985).
This may reflect the fact that though Gram-positives have but
one membrane,a thick cell wall must be traversed by secretory
proteins.
From studies of characterized and presumed cleavage sites, ge-
neral rules (the (-3, -1) rule) for the signal peptidase re-
cognition site can be drawn: ifAXB denotes the last 3 AAs of
the signal sequence, where cleavage takes place after B, B can
be Ala, Gly or Ser, Cys, Thr or GIn and A Ala, Gly, Ser, Leu,
Val, Thr or lIe, ie the -1, -3 positions are usually taken by
small, neutral AAs (except for GIn). Ala-X-Ala is most common-
ly found. The -2 position (X) is usually occupied by an aroma-
tic, charged or large polar AA. Secondary structure disrup-
tants, Gly and Pro, are commonly found at -4 and -5 resp. In
eukaryotic signal sequences, Arg is found 4 times more fre-
quently than Lys in the polar region.
The non-random AA occurrence about the cleavage site argues
for evolutionary constraints that reduce the possibility of
ambiguity in the form of nearby alternative sites. Certain
residues are "forbidden" at certain positions: while proline
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is common at -5, it is absent from -3 --> +1. Ala is rare at
-2,+2 --> +5, and glycine very seldom seen at -3, though is
often at -4. From work with mutant pre-proteins that are ex-
ported but not cleaved, it appears that the C-terminus of the
hydrophobic core defines a "window· of approx. 7 residues that
are available to peptidase (Perlman & Halvorson, 1983; von
Heijne, 1983, 1984a, 1986).A weight-matrix approach has recent-
ly been ,described that can predict processing sites with an ac-
curacy of c.75%, which represents a considerable improvement on
the (-3,-1) rule (von Heijne, 1986).
Charge differences between eu- and prokaryotic signal sequences
are possibly accounted for by assuming that an extra basic re-
sidue is required in prokaryotes to compensate for initiation
with uncharged f-Met (von Heijne, 1984b).
The conserved features mentioned above are important for export:
alterations to either the charged N-terminal (Inouye et aI, 1982;
Hall et aI, 1983; Vlasuk et aI, 1983) or disruption of the hydro-
phobic core (Emr et al~ 1980; Michaelis et al,1986) interf~res
with transport and the coupling of synthesis and secretion. The
amino acid composition of the hydrophobic core is not critical:
the only requirement apparently is the length of the stretch,
its hydrophobic character and the potential for alpha-helix for-
mation (Kendall et aI, 1986).
Comparison of codon usage in large number of Gram-negative
genes for secreted proteins revealed a high incidence of rare
codons in the regions coding for the hydrophobic core, and may
possibly facilitate "coupling" by slowing translation (Burns &
Beacham, 1985).
I.9.2 The Secretory Machinery
Signal sequences are to some extent interchangeable between
secretory proteins and kingdoms. E. coli will for example cor-
rectly process both bacterial and eukaryotic signal sequences
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in hybrid protein fusions (Talmadge et al,1980). Moreover, Sig-
nal Recognition Particle (SRP) is needed for translocation of
a bacterial protein pre-beta-lactamase, across the mammalian
endoplasmic reticulum, as is the case with homologous proteins
(Muller et al, 1982). Thus some conservation of the transloca-
tional machinery during evolution is implied.
I.9.2.1 Secretory Machinery in Eukaryotes
Protein synthesis appears to be coupled to export by interac-
tion of the signal sequence in the nascent chain with a Mr
54,000 component of a soluble complex of proteins and RNA (SRP)
which causes a translational arrest (Walter & Blcbel, 1981,
1983; Kurzchalia et al, 1986). This is only relieved by subse-
quent interaction with "docking protein", a component of the
endoplasmic reticular membrane having a large cytoplasmic do-
main (Meyer et al, 1982;Lauffer et al, 1985). Translational
arrest has subsequently been shown to be system-dependent, and
is believed by some to be an in vitro artefact. The concept of
obligatory cotranslation transport, with post-translational
translocation rare, or invariably inefficient is no longer te-
nable either for pro- or eukaryotes (Schatz, 1986; Strauch et
al,1986) .
I.9.2.2. Secretory Machinery in E. coli
Indirect evidence for a limited number of translocational com-
plexes in the plasma membrane comes from studies with hybrid
proteins. Where these cannot be transported properly, they have
a pleiotropic inhibitory effect on transport and processing of
other secretory proteins, presumably by blocking all available
export sites (Ito et al, 1981).
Mutations in the secretory machinery are often lethal in E.coli.
Leader peptidase I, a component of both ou·ter and inner membra-
nes, is an essential enzyme (Date, 1983). (Lipoproteins are pro-
cessed by a separate signal peptidase, the product of the ~
gene (Yamada et al, 1984».
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Genetic analysis of loci involved in secretion has primarily
been achieved by exploitation of gene fusion technology. Se-
veral conditionally lethal alleles have been identified that
1) are required for excprotein synthesis and secretion, 2)
can suppress signal sequence mutations or 3) suppress a con-
ditionally lethal mutation. These categories are not mutually
exclusive (Oliver 1985 a&b; Pugsley & Schwartz, 1985).
Gene products have thus far been identified for 2 wild-type
components viz. PrlA/SecY and SecA.
PrlA/SecY protein is an integrated inner membrane 443 AA pro-
tein with several hydrophobic segments that span the membrane.
ts variants lead to accumulation of precursors of exported pro-
teins in the membrane at the non-permissive temperature. Other
mutations are able to suppress signal sequence mutations, sug-
gesting a direct interaction between PrlA and signal peptide
(Oliver, 1985a; Akiyama & Ito, 1985). But the interpretation of
the experiments on which these conclusions are based has recent-
ly become questionable, since a great multiplicity of suppres-
sor loci is identifiable, some of which have been shown to di-
rectly affect protein synthesis rather than secretion (Strauch
et al,1986; Lee & Beckwith, 1986; Shiba et aI, 1986).
~ mutations lead to pleiotropic defects in secretion of cell
envelope proteins. It was believed that SecA helps to couple
synthesis to secretion by recognition of especially the hydro-
phobic segment of a signal sequence but recently work with an
amber ~ mutant has cast doubt on such a role (Strauch et aI,
1986). SecA has an Mr of 92,000, and is peripherally associated
with the inner membrane. Many of the studies involving extrage-
nic suppressors of ~ mutations have been called into ques-
tion (see above).
There may well be a system parallel to SRP and docking protein
in prokaryotes to couple synthesis and translocation initiation,
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as one Lama signal sequence m~tation leads to decreased synthe-
sis of the protein (Hall et aI, 1983). SecA, PrlA and the as
yet unidentified products of some of the other EXl and ~ loci
implicated in secretion are likely to constitute part of such
machinery (Oliver, 1986b).
Some different components are required however, for different
types of proteins: ~ is needed only for transport of a sub-
set of Er coli envelope proteins (Kumamoto & Beckwith, 1985).
I.9r2r3 Secretory Machinery in Br subtilis
A M 64,000 protein present in cytosol, was found in a membraner
fraction complexed to ribosomes, but was not present in the ri-
bosome-free fraction. It appeared to be located between membrane
and ribosome (Horiuchi et aI, 1983a). This protein is also as-
sociated with free monosomes. It can be immunoprecipitated in a
complex with 3 other polypeptides from ribosome-containing frac-
tions.
A M 60,000 protein has been identified in Sr aureus. It is si-r
milar to the Br subtilis 64kD protein immunologically, in its
distribution in the cell, and can likewise be coprecipitated in
a complex with other polypeptides (Adler & Arvidson, 1984).
The physiological role of the 50-called secretory S complex is
as yet unclear as the connection to protein transport has been
based solely on location of the polypeptides in question (Hori-
uchi et aI, 1983b; Caulfield et aI, 1984; Caulfield et aI, 1985).
1.10 Expression - secretion Systems in Bacillus
Ir10.1 Why Secretion of Foreign Products is Desirable
In E. coli, where experience with the expression of foreign
~roteins is most extensive, overproduction of heterologous eu-
karyotic polypeptides commonly leads to their aggregation in
"inclusion bodies" in the cell (Williamset aI, 1982). Recovery
of the product in an active form after "renaturation" procedu-
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res is not efficient. At high levels of expression of hetero-
logous non-exported products, such inclusion bodies are seen
also in p. subtilis. The accumulated product, moreover, often
has a toxic effect on the cell (Brosius, 1984).
In addition, purification of product tree of contaminating, to-
xic cell products is difficult, but is an obligation where the
final product application is in the food or pharmaceutical in-
dustry.
These problems can be circumvented by achieving secretion of
the heterologous product.
The Gram-positives have thus received much attention as poten-
tially valuable expression hosts due to the ability of most
species to secrete proteins in large amounts, It may therefore
even be feasible to operate continuous cultures, with the ex-
ported desired products being recovered from the medium without
the draWbacks mentioned above.
The secretion of foreign proteins by micro-organisms has re-
cently been reviewed (Pugsley & Schwarz, 1985; Nicaud et aI,
1986).
Although there are reports of glycosylation of some bacterial
exoproteins (Bacillopeptidase F, Roitsch & Hageman, 1983; cellu-
lases of Ct fimi, T. Warren, personal communication), bacteria
are not suited to the production of proteins where such correct
post-translational modification is essential for activity.
Itl0t2 Reguirements of Expression - Secretion Systems
The successful application of any expression secretion system
depends on the following factors having been adequately dealt
with.
1) A stable vector must be provided
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2) A functional promoter, RBS (see I.3.9 & I.7.3, I.7.4) and
signal sequence (see I.9.1) must be provided.
3) the product-specific mRNA may have to be stabilized
4) The product should be recoverable either free of extraneous
moieties such as a signal sequence, or "linker" peptides, or
in a form from which it can be dissociated.
5) Proteolysis of sensitive products, a considerable problem in
Bacillus, must be controlled (see Chapter I.2 & below). The sys-
tems that have been most widely studied in Bacillus, and with
which expression and secretion of foreign proteins have been a-
chieved are:
B. amyloliguefaciens a-amylase (PaIva et aI, 1981, 1982, 1983;
Ohmura et aI, 1984a & b; Nakamura et aI, 1985; Fahnestock & Fi-
sher, 1986); B. licheniformis penicillinase (Neugebauer et aI,
1981; Mosbach et aI, 1983), B, amyloliguefaciens neutral prote-
ase: pre-sequence (Yoshimura et aI, 1986;Vasantha & Thompson,
1986); prepro- sequence (Bonjo et aI, 1985, 1986), alkaline
protease: pre-sequence (Vasantha & Thompson, 1986), and the ~
aureus protein A (Spa) (Lofdahl et aI, 1983; Fahnestock & Fi-
sher, 1986; Fahnestock et aI, 1986).
Note that only part of the B. licheniformis penicillinase seq-
uence was used in the studies cited . Modification of,and link-
age to the membrane via Cys-27 in the signal has been problema-
tical (Gray & Chang,1981; Hayashi & Wu,1983; Hayashi et aI,
1986).
Only results that have a direct bearing on the discussion below
will be mentioned.
I.10.3 Different Ways of Meeting Some of the Requirements
I,10.3.1 Ve~tor Stability and Chromosomal Integration'
Without a stable template, no reliable expression can reasona-
bly be expected. Stability is discussed in depth below because
of its relevance to the work presented in this thesis.
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Plasmid functions such as par (Tucker et aI, 1984; Gerdes et aI,
1986), which ensure stable inheritance of the plasmid by daughter
cells at cell division, are not considered here, as information
about such functions on Gram-positive vectors is not yet available
At present, for most commercial applications involving plasmids,
seqreaatiqnal stabilization of multicopy vectors in bacteria
is usually achieved by antibiotic resistance selection pressure,
where the resistance marker is carried on the plasmid.
The use of antibiotics for this purpose is less than desirable
where a product. will ultimately have a clinical application or
be used in the food industry for various reasons including cost,
stability of antibiotic during protracted large-scale fermenta-
tions, and difficulties in elimination of traces of it during
product purification.
Novel systems employing complementation by plasmid of lesions
in essential genes have been developed. For example, the gene
for O,L-alanine racemase (~) on a plasmid ensures absolute
segregational stability in Dal strains in (complex) media
lacking O-ala (B. Oiderichsen, personal communication; Ferrari
E. et aI, 1985).
Structural stability is however more difficult to guard against
in Bacillus using multicopy vectors. Especially where the plas-
mid supports a high level of expression of a product not requi-
red for cell survival, ~-independent deletions often occur
with the elimination of expression of the gene (Kreft & Hughes,
\1981; Uhlen et aI, 1981; Lopez et al,1984; Espinosa et al,1984).
High expression can lead to plasmid instability either because
the overproduced gene product has a toxic effect (Brosius,
19841 or becaus~ the high level of transcription per se inter-
feres with plasmid replication (Stassi & Lacks, 1982; Lopez et
aI, 1984). Read-through transcription has been shown to compro-
mise expression of distal genes (see I.5.11, amvR2). In Br sub-
tilis, plasmids seem to be more vunerable to overtranscription
than is the corresponding clone in Er coli, where the foreign
gene derives from another Gram-positive (Fahnestock et aI, 1986;
Sibakov & PaIva, 1984), presumably due to more efficient trans-
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cription in the former (the ~ gene in the first reference was
stably transcribed in E. coli though it was cloned without its
cwn terminator), and possibly also to different plasmid repli-
cative mechanisms in th~ two organisms (see below), or both.
Such difficulties can be overcome in several ways: a) by using
a weaker promoter (B. amyloliguefaciens instead of B. lichenfor-
~ a-amylase promoter, Sibakov & Palva, 1984; B. amyloliguefa-
ciens amylase instead of S, ayreus ~ promoter, Fahnestock &
Fisher, 19a6)~b) by reducing copy number of the foreign gene a.
licheniformis penicillinase en a low copy numberplasmid,Imanaka et al,
1981; chromosomal integration of S, aureus ~ (Saunders et aI,
1984 a & bi or ~ (Fahnestock et al, 1986);or c) by placing ef-
ficient terminators after the gene (Gentz et al, 1981).
It seems that some plasmids are inherently unstable in B. sub-
tilis: Ehrlich & coworkers have demonstrated using duplicated
vector sequence~ carried either extrachromosomally or integra-
ted into the chromosome, that recombination between the homo-
logous seguences takes place at a significantly lower frequency
in the chromosome (viz. 10-4) compared with a plasmid (10-1:
Niaudet et al,' 1984). Using a ·portable" ts Q.I.i it was demon-
strated that the proximity of a functional ~ stimulates re-
combination (5. Ehrlich, personal communication ). It 'is sug-
gested that the propensity of most Gram-positive plasmids, in
contrast to their Gram-negative counterparts, to replicate via
single stranded molecules provides the trigger for recombina-
tion (te Riele et al, 1986).
Direct repeats as short as 3 bp,and imperfect 11 bp homologies
have been implicated in illegitimate intramolecular recombina-
tion in Bacillus (Lopez et al, 1934). Such recombination is en-
tir~ly ~-independent, and is a ubiquitous phenomenon, having
been described inter alia in Er coli (Albertini et al, 1982),
and in higher organisms (Hogan & Faust, 1984). Evidently though,
features other than short directly repeated sequences are req-
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uired (Hahn & Dubnau, 1985).
These investigations have prompted the development of chromo-
somally integrated expression systems, where integration is di-
rected to a locus by the in~orporaton of homologous s~quences
carried on the plasmid (see IV.6.1, -2, -7).
Once a non-replicable plasmid has been integrated, no selec-
tive pressure is required to retain it (Janniere et aI, 1985;
Yang et aI, 1986).
There is no evidence for DNA amplification being a spontaneous
phenomenon among Bacillus species, as opposed to.'~ Strepto-
myces for example (Fishman & Hershberger, 1983), unless a se-
lective pressure is applied. Under antibiotic selective pres-
sure amplification of chromosomal (~,see I.5.1.2; wilson &
Morgan, 1985) and plasmid (European Patent Application
, I
84200990.4, Gist-Brocades; Young, 1984; Janniere et aI, 1985)
sequences can'take place, resulting in gene-dosage related ex-
pression.
Production strains of Bacillus spp. secrete enormous amounts
of certain enzymes presumably from a single structural gene.
Thus there is reasonable expectation of achieving high yields
of heterologous gene products using chromosomal integrates in
strains otherwise optimized for synthesis and export of the
normal gene product of the system in use. Such optimization no
doubt involves changes at several intergenic loci concerned
with regulation.
The above-mentioned patent-application deals with exploitation
of the B. licheniformis a-amylase producer strains and a-amy-
lase regulatory machinery for the expression of a-amylase and
eukaryotic genes.
Chromosomal integration confers structural stability on
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strongly-expressed heterologous prokaryotic genes of Gram-pos-
positive origin in B, subtilis where plasmid vectors could not
be corne established (Saunders et aI, 1984a & b, Fahnestock &
Fisher, 1986).
Expression levels from a single integrated copy of the ~ gene
(GX3357) compare very favourably with those from similarly inte-
grated copies where the amylase promoter drives a fusion amyl-
ase-protein A gene. Increasing the strength of the comparative-
ly weak Pamv by a tandem promoter duplication (GX3360) raises-----expression of the fusion product 10x to levels slightly above
those obtained from GX3357 and accordingly renders the constr-
uction unstable on the replicative vector, pUB110.
When the intact ~ gene is preserrt in the chromosome in seve-
ral copies (4 copiesl GX33305), it directs a correspondingly
higher level of protein A synthesis and secretion; equivalent
to that achieved with the fusion gene under Pamy control,
on pUB110. These levels are however, still 5x lower than those
obtained when the amylase promoter and RBS are fused precisely
to the ~ gene, and the construction propagated on pUB110. In
a spoOA strain, which has markedly lower APR expression than
the wt, gram per liter levels of native protein A are accumula-
ted. This high accumulation is due to the fact that under the
amylase promoter control, expression continues through statio-
nary phase whereas the protein A promoter itself is only active
during exponential growth (Fahnestock & Fisher, 1986; Fahnes-
tock et aI, 1986).
1.10,3,2 3' mRNA Stabilization
It was first demonstrated in E,coli that placing a correspon-
dingly strong (f~)terminator after a powerful promoter could
stabilize plasmids (Gentz et al, 1981). These authors anticipa-
ted the potential of this approach in achieving high levels of
heterologous gene expression.
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Where an mRNA has a short half-life, yield of its product can
be boosted by enhancing its resistance to exonucleolytic deg-
radation by judicious use of a heterologous terminator.
This expedient has been useful in achieving higher S, licheni-
formis penicillinase and interleukin-2 synthesis with the aid
of the crystal protein (~) terminator both in S, r.ubtilis
and E, cqli (Wang & Chang, personal communication). In similar
fashion, the E, coli ~ terminators improved chymosin yield
in B. 5ubtilis (Sven Hastrup, personal communication). It seems
that the Bacillus transcriptional machinery will recognize a
diversity of t, coli-derived terminators (Peschke et al, 1985).
In all these cases, the heterologous terminator was the only
one present. It remains to be seen whether these improvements
can be detected in cases where the foreign gene's own termina-
tor is also present.
Unpublished data cited in Fahnestock et al (1986) mention that
a strain having a single integrated copy of the S. aureus ~
gene with its own terminator sequences sometimes produced as
much protein A as another having 4 copies of the gene,which
however lacked these sequences.
1,1Q,3,3 Processing of Secreted FusioD Proteins
Where the foreign proteinto be produced is itself a secretory
proteiD, it may be best, where possible, to allow it to use
its own signal seq~ence in order to obtain correct processing,
with liberation outside the cell of a product identical to the
native protein. By utilizing only the regulatory elements (P,
RBS), or these in addition to part of a signal sequence, com-
bined with the entire coding region for the product and its own
pre(pro)- region, synth~sis and export of authentic proinsulin
and protein A have been achieved (t, cqli: Talmadge et al, 19CO;
B, subtilis; Neugebauer et al, 1981; Mosbach et al, 1983; Fah-
nestock & Fisher, 1986), after correct processing in the hete-
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rologous expression host.
Resrilts with gene fusions where regulatory elements and signal
sequence are fused to the product coding region at the end of
the signal are more equivocal: such fusions may give rise to
secretion of heterogeneous products non-identical with the na-
tural product (eg Yoshimura et aI, 1986 and refs. in I.10.2).
Depending on the details of fusion gene construction, several
AAs encoded by linkers which facilitate construction, or which
belong to the gene donating the signal sequence, may remain as
"extra" residues after leader peptidase cleavage. Provided that
the product has activity this mayor may not be important, but
certainly in the case of potential therapeutic agents, unaccep-
table immunological consequences may ensue in recipients if
"foreign" residues are present.
While signal sequences and cleavage sites have some conserved
features (see I.9.1), the 5' ends of genes coding for the ma-
ture moiety of secretory proteins have little in common thus
making strategical choices in fusion construction difficult. A
systematic study of product yield in a series of constructions
where the B. arnyloliguefaciens a-amylase gene was fused at its
codon +3 (ie after the signal cleavage site) to B. lichenifor-
~ a-amylase mature sequences at different sites from bp +1
--> +15 revealed that the small differences led to considerable
variations in product yield and activity (Sibakov, 1986b).
Another strategy for liberating the authentic protein from a
fusion product involves engineering a specific protease cleav-
age site at the junction and employing a highly selective pro-
tease. Factor Xa for example, cleaves after XYGlyArg, where the
possibilities for residues X,Y are ,limited. Such a tetrapeptide
occurs seldom in protein sequences, and has been applied to the
production of Hu-i--globin in ~, CQli (Nagai &Th¢gersen, 1984;
Celltech European Patent 161937 (1985». The experience of ot-
hers indicates that factor Xa does not display absolute speci-
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ficity (Nordisk Insulin, personal communication).
In much the same way, chemical cleavages can be tailored to
result in cleavage of only the desired bond (see I.10.5).
I,1Q,3,4 The Protease Problem
When expressed in B, subtilis from pUB11Q, the B, amyloligue-
faciens a-amylase gene directs the production of a-amylase to
a level of 50\ of protein synthesized by the cell, or corres-
ponding to 1.5 9L-1 secreted into the medium (PaIva et aI,
1981, 1982;Palva,1982). When the a-amylase regulatory signals
and signal sequence are used to direct synthesis of a2-inter-
feron, only 0.5-1 ug L-1 were obtained (equivalent to approx.
109 UL-1) (PaIva et aI, 1983). Similarly poor results
have been observed with inter alia, fusions of B, Ij.chenifor-
~ penicillinase signal and preprosinsulin (Mosbach et aI,
1983), and B, amyloliguefaciens NPR signal and IFN-e (Honjo et
aI, 1985).
A careful study of a-amylase fuslons by the Finnish group has
shown that the half-life of the "eukaryotic" mRNA (for Semiliki
Forest Virus glycoprotein E1) was the same as that of a proka-
ryotic mRNA (for E, coli e-Iactamase) and that translation rates
were equal, so the 10-fold and 100-fold lower yield of the e
-lactamase and E1 protein resp. compared with a-amylase from the
secretion vector was attributed to proteolytic degradation in
the medium (Ulmanen et aI, 1985). Even where a strain deficient
in NPR or APR or deleted for both major exoprotease genes viz.
~ and ~ is u~ed, appreciable degradation of the e-Iactamase
begins at the end of exponential growth (PaIva, personal commu-
cation; M. Sibakov, 1986a). However, in similar experiments Na-
kamura & coworkers achieved accumulation of e-Iactamase in the
medium both in wt and apr - ~ mutants ( which have about 3\
original exoprotease activity) by manipulation of growth condi-
tions. Higher levels were achieved in the protease mutant (Na-
kamura et aI, 1985). Honjo et al (1985) showed by the addition
of 10 nm PMSF to the medium that their hIFN~ production was
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sensitive to the low level of APR secreted by the host strain.
The yield of protein A, which would otherwise be totally degra-
ded after To, was greatly improved by utilizing a spoQA strain,
(~S53), which was deficient in APR, but produced normal amounts
of NPR (Fahnestock et aI, 1986) .The product nonetheless showed
signs of limited proteolysis. Still better results have been
obtained in a strain where the spoOA mutation was combined with
deletions of al2.r. and D.I2.l: genes (Fahnestock,personalcorcrnunication)•
Where a product (Human Growth Hormone) is produced intracellu-
larly by induction at high cell density (A45080), 1.5 gL-1 unde-
graded HGH was made and accumulated in refractile bodies in a
spoOA strain (Ruppen, Genentech, personal communication).
In general, proteolysis is more noticable where expression le-
vels are low. Besides the 2 major exoproteases, APR and NPR,
other activities clearly compromise yields of foreign proteins
attainable. Perhaps the esterase, which.accounts for only a
small proportion of exoprotease activity (see I.2.2.8), or oth-
er enzymes, yet to be discovered, are responsible for product
degradation. Esterase levels are impaired concomitantly with APR
in spoOA mutants . Should it not be possible to overcome the
protease problem satisfactorily either by identification and de-
letion of the protease genes, or by manipulation of growth.con-
ditions, it might be necessary to turn to Bacillus spp., which
while not as well characterized genetically as B, subtilis, are
transformable, and able to secrete proteins, but lack apprecia-
ble exoprotease activity eg. B, brevis. (Kurotsu et aI, 1982;
Takahashi et aI, 1983).
I,10,4 Optimization
I,10,4,' Culture Medium and Growth Conditions
Optimization of protein production from ~ and ~ signal
-1fusions revealed that variation from 10 mg to 3gL accumulated,
dependent on culture ~edium and conditions. Unexpectedly, a com-
plex medium containing glucose, which is not optimal for NPR
90
production, gave highest yields of processed protein A export-
ed with the aid of the NPR signal (Vasantha & Thompson, 1986;
(Vasantha,personalccmnunication).Growth rate limitatio~l, achieved by
addition of succinate to the medium and.providing only poor
aeraticn,results in high levels of E. coli e-lactamase which
accumulate over 48h in the medium even with a wild-type strain,
whereas total degradation of the product otherwise occurred be-
tween 12 to 24 h under more favourable growth conditions (Naka-
mura et aI, 1985). The improvement due to manipulation of cul-
ture conditions was estimated to be 50-60-fold when using an
NPR- APR- mutant. Transferring the cells to fresh medium has
also proved useful (Bonjo et al, 1986).
I.10.4 Use of Intergenic Loci that Enhance Secretion
Where expression is already high ego B. amyloliguefaciens a-
amylase on multicopy pOB110 in E. subtilis, there was no advan-
tage in having an ~ and pap-9 background, (ie. having the
mutant alleles present in one copy per chromosome) rather ag-
ainst expectations (Sibakov et al, 1983); The effect of multi-
ple copies of some cloned regulatory genes on expression has
been discussed (see I.6.2 and I.6.4 ).
I.10.S E. coli as Host for Expression-Secretion Vectors
Er coli is the best characterized micro-organism available. Due
also to its ability to express genes from a wide variety of or-
ganisms, it is often the system of choice for initial cloning
and expression regardless of the source of the gene in question.
A multiplicity of effective ·expressionsystems is available which
can give high yields of product.
It should be noted that although the Gram-negative bacteria are
not noted for their ability to secrete proteins into the medium,
many, including E. coli K12 are able to do so (r~veiwed in Pug-
sley & Schwartz, 1985). This ability extends in some cases also
to foreign proteins. "Leaky" (Lky) mutants can be isolated after
mutagenesis that leak both periplasmic and heterologous secreto-
ry proteins into the medium (Gilkes et al, 1984; reviewed in Ni-
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caud et al, 1986).
En coli HB101 will "secrete" cloned penicillinase from an
alkalophilic Bacillus species into ~he medium • It .accumu-
lates to higher levels than are obtained when the gene is ex-
pressed in Bn subtilis, attributable mainly to the absence of
significant proteolytic activity in the En coli medium. Appre-
ciable loss of periplasmic alkaline phosphatase however occurs.
It has been established that in these studies, the integrity of
the outer membrane was affected by a low level of transcription
through the pMB9 kil gene (Kato et al, 1983, 1984; Kudo et aI,
1983; Kobayashi et al, 1986).
With such ·passive secretion" from the periplasm, where expres-
sion is high enough, the periplasrnic contaminants do not consti-
tute a significant contaminating factor, especially where a
strong specific purification is possible. Such results have been
achieved with the protein A system of M. Uhl~n originally inten-
ded for staphylococcal hosts. The signal peptide is correctly
processed during translocation. The remaining protein A moiety
of the fusion product forms the basis for an affinity chromoto-
graphic purification and the desired product released by a spe-
cific chemical cleavage at the engineered splitting site. (Ab-
rahmsen et aI, 1985; Nilsson et aI, 1985).
With a fusion of OmpF, an outer membrane protein, and human B
-endorphin,bona tide selective transport was achieved without
causing leakage of periplasmic markers. The OmpF signal peptice
was correctly processed, and the hybrid peptide released into
the culture medium, where it accumulated (Nagahari et aI, 1985).
Similar results have been achieved with the Sn marcescens serine
protease. In this case moreover, d large C-terminal polypeptide
was correctly cleaved to yield the mature enzyme (Yanagida et
aL,1986) .
As a consequence of these recent results, there is a growing
consensus of opinion that En coli or other Gram-negative orga-
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nisms possibly represent a more promisin9 system for achieving
hi9h yields of exported heterolo90uS gene products than does a.
subtilis.
1.11 Reasons for Undertaking this Project
As already mentioned in 1.1, the cloning of subtilisin genes
was undertaken for several reasons. The most immediate
of these was the planned use of transcriptional and transla-
tional signals, as well as the genes' signal sequence, in or-
der to direct synthesis and secretion of foreign gene products
in Bacillus host strains.
As is described in Chapters III and IV, this initial goal was
not realized by the author. Due both to difficulties in isola-
ting the subtilisin gene from one organism, and to concurrent
developments in other laboratories, the emphasis of the work
was changed from application/exploitation of the isolated
sequences, to that of characterization, and investigation of
regulation of the gene's expression. Associated with the ori-
ginal intention to use Bacillus as a host for heterologous
gene expression, the cloned gene from B. subtilis was utilized
to create a chromosomal deletion, resulting in a strain that
produces no subtilisin. As many proteins are sUbtilisin-sensi-
tive, such a deletion mutant presents an obvious improvement
as host for the expression of secreted foreign gene
products.
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Chaoter II: Materials & Methods
II,l,l Enzvmes. Chemicals & Biochemicals
Restriction enzymes, T4 DNA ligase, polynucleotide kinase, DNA
polymerase I and Klenow fragment were obtained from New England
Biolabs, unless otherwise stated. Asp718 was supplied by Boeh-
ringer Mannheim. All enzymes were used in accordance with the
supplier's instructions. Chemicals and biochemicals were obtai-
ned from Merck and Sigma resp., unless otherwise stated. Radio-
ch~micals were supplied by New England Nuclear. Oligomers were
synthesized in the organic chemistry laboratories of either
Kjeld Norris (Novo Research Institute, Denmark) or Les Bell (at
the former Searle Research Laboratories, High Wycombe).
I!,1,2 Computer Software
For VAX and3ewlett-Packard mini-computer resp., programs by R.
Staden and M. Jonson were used, unless otherwise stated.
II,1.3 Strains & Plasmids
Strains and plasmids used in this study are listed in Tables 4
and 5 resp.
II,G General Media and Buffers
Most components supplied by Difco.
L Broth (LB): Bactotryptone10 gL-1, Yeast extract 5 gL-1, NaCl 10 9L-1
L Agar: As above, with 15 gL- Bacto-Agar.
Ca(N03)2
MnC12
FeS04
Glucose
Modified Schaeffers Medium: (Leighton & Doi,1971)
~utrient Broth (Difeo) 16;L-1, M9S04.7H20 0.5;L-
1, KCl 29L-l
After autoc1aving, the following additions were m~de from
sterile stocks, just prior to use.
10 ml of O.lM stock (final cone.
1 - (
10 pl
5.0 ml 20\ stock
10-3 M)
10-4 M)
10-6 M)
0.1' )
Tryptone Agar (lL): Tryptone 10 g, NaCl 2.5g, 15 9 agar
An industrial medium, BP-X, Bacto-Penassay Eroth and Base Agar
(Difco), and Tryptone Blood Agar Bas~ (Difco) were also used.
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TABLE 4: LIST OF BACTERIAL STRAINS USED IN THIS STUDY
B. subtilis Strains
STRAIN RELEVANT PHENO- /GENCYI'YPE SOURCE/REF •
3' to CAT
B. subtills -BGS: 1A1. ~2
168 wt
MFJ93
MFJ135
MFJ157
MFJ158
MFJ163
~IFJ164
MFJ195
MFJ196
MFJ198
RlB200
MFJ205
MFJ210
MFJ213
MFJ219
MFJ221
MFJ231
MFJ239
MFJ240
MFJ246
MFJ248
MFJ249
MFJ250
.t:N497-[l.I223XtN234 • Produ::es APR of BPN' type
~23-RUB200, CN234a!!pc2,SPO-,Prt+/-
aMFJ93 (PUG). OIIerprodu::es BPN' fran cloned
MFJ93 <;leI"le. •
aMFJ93~ 0u6R, ex MFJ93::~13
Secretes m detectable BPN'
aMFJ93: :PU14 (OuR,APR+)
aMFJ93: :pM]20 lOuR,APR+). Plasmid L.,_tegrated
5' to CAT
R +
aMFJ93: :pM]20 (On ,APR). Plasmid integrated
aMFJ931pM]2B) al. Secretes BPN' fran endoge-
nous subtilisin gene
aMFJ931p820) OuR. Secretes red1.lCed artCunt
BPN'
R
"MFJ1 57 (FM12B). Ou • Secretes ro detectable
subtilisin
aroI906,amvE07,amvR2- ~.~
.MFJ210 1pM]291. OuR. Secretes subtilisin
Carlsberg in staticnuy phase in presence of
xylose, fran cla!ed gene ,~ praroter
·SHa2S.~-xyl- MFJ93 derivative. Protease
produc:tioo as MFJ93
.MFJ210(pu32). Ou~R. Secretes subtilisin
Carlsberq in stati.ona.ry phase fran cloned
gene. a-amylase pratOter
R
aMFJ93 IFMJ33). c:mR~ R
.MFJ93IPU421. Ou~~.
·168wt X MFJ157. 011 ~
6R --MFJ210 (?USO). Ou Xyh +
~J21'(pMJSO/P~). cm Xyl
aMFJ2101?US1). OuR. Secretes subtilisin Carls-
berg fran cloned C3i'll!,Own praroter
aMFJ157 (p820) • Ou • Secretes n;) detectable
subtilisin
·t-IFJ198
--MFJ1S7IpMJS1). al. Secretes subtilisin Carls-
berg fran cloned gene,own praroter
B. D1derichson
this thesis
this thesis
this thesis
this thesis
this thesis
this thesis
this thesis
this thesis
Yoneda et al
(1979)
this thesis
s. Hastrup
t.h1s thesis
this tlv!sis
this thesis
this thesis
this thesis
this thesis
this thesis
this thesis
this thesis
this thesis
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TABLE 5: LIST OF PLASMIDS USED IN T"rlIS STUDY.
NAME i Phenotype cvnferred SOURCE/REF • I
Sutcliff. (1979),
Peden (1983)
~R322 DER.IVATIVES
pA.T'lS3
pKJ1
pKJ2
pKJ3
pKJ'S
pKJ7
pKJ8
pKJ13
pKJ14
pKJ1S
pKJ16
pKJ19
pKJ20
pKJ22
pKJ'31A
pKJ'S0
~47.11
plX:18
pOR222
~, TetR
Ap • -p1Il'1S3, 3' end of Carlsberg gene
~ cxxXm +55
Ap • -pUR222 , 5' end of Carlsberg gene
ApR. ~R322 deriv.' Bell c:loning site
followed by stop o:ldons
ApR. • deletial derivative of ~22
Ap • -P3R322 , C-term1.nal. regial of
carlsberg gene with BelI c:lon1ng aite
apKJ5 , B. subtilis subtilisin gene
pMJ8 deriv.Part of subt1lis1n"BPt;ligene
substituted with CAT gene. Ap"on"
as pKJ13,but different &eglI'entof Bm'
~ exchanged for CAT gene
Ap • ~47 .11 with ~I deletion in
~~ apKJ1Sderivative c:arry1nq CAl' I this thesis, Fig. 36
~ apu3 derivative , SS mA gene am
~tors
Ap"an"". apKJ16derivative, CAT gene be- this thesis, Fig. 36
s~ ~Y deleted Bm' gene
Ap"an • -plasmid resulting frail excisicn this thesis, Fig. 41
of pKJ14 fran its site of integration at
~' locus 1 carries addit.ional. 5' sequences
Ap • -pU:18derivative,S' part of Carls- this thesis, Fig. 16
~ ~18 derivative' Carlsberg gene, this thesis, Fig. 16
1nc:lu:3es transcr1pti.a1al start , temina-
:oR (S'-§E!I to ~III-3')
Ap • -pU:18derivative, Carlsberg gene
, its praIOter (5'-~I to ~III-3!)
ApRan,6R. S1n;l.e copy Bacillus praroter
c:~ vector
ApR. '"tlBR322 , Bm' gene
Ap .t:olyl1nlcer c:lon1ng sites in ~
ApR.t:olyl1nker c:l.on1n; sites in l!E.
TWi99 , Sherratt (1980)
this thesis, Fig. 8
this thesis, Fig. 10
this thesis, Fig. 9
this thesis, Fig. 36
this thesis, Fig. 9
this thesis, Fig. 36
this thesis, Fig. 36
this thesis, Fig.36
this thesis, Fig. 36
this thesis, Fig. 9
this thesis, Fig. 24
I
this thesis, Fig. 28
this thesis, Fig. 31
Yan1sch-Per.:on et al.
(1985)
Ruther et al (1981)
TABLE 5 (continued)
NAME I Phenotype conferred i SOORCE/REF •
p820
p900
p10S0
FBD64
p8F827
~194
FMJ6
FMJ27
FMJ42
pPX7
pSX50
pOB110
Sorirou::hi , Weisblum
Dagert et al (1984)
~. -p1050 , subtilisin sm' gene this thesis, Fig. 34
an • -p900 & S1Jbt1lisin Carlsberg' gene,in- this thesis, Fig. 17
cludmg transcriptialal start & stop Sites
(5'-StuI to Haeln-3')
as pu27, butTs p820 derivative. No de- this tresis, Fig. 17
~le expressicn of Carlsberg' enzyme.
an • pSX50 derivative' Carlsberg' gene this thesis, Fig. 18
(5'-StuI to ~In -3') ,preceded by xy-
lo§&"Fu:.1ble prc::aoter
0u''Xm • pBD64 derivative c:arryin; Carls- this thesis, Fig. 18
berg gene (as in pPU27), preceded by P~
Ou~R. Carries praroterless ~ gene, this thesis, Fig. 23
preceded by sequences \lpStream fran Carls-
berg gene <Xl FMJ2. No detectable xylosi-
~~rt~ .
an')cm • Carries Carlsberg' gene (5I-StuI to this tresis, Fig. 23
HaeIII-3') ,preceded by sarce sequences as
in pu33, with linker of 30 bp between.
~detec:table Carlsberg synthesis.on • -p820 , Carlsberg' gene , its o..n
P=ter (5'-~ to ~III-3'). Supports
~~ synthesis
Ou')cm • r;sD64 derivative' pratDterless
B. punilus ~ gene
OuR. I=i!D64 derivative , B. subtilis
~ OP region in front of B. pumilus
~gene
F1rJ.R •
~ • -FBD64derivative?It. -low cop analogue of p820
~'. R-FBD64derivative
~., pUB110 ori
:Km • orpUB110& Carlsberg fragrrent fran
"'s~an
B. Dider1c:hson, Fig. 17
B. Didar1.chson, Fig. l'
B. Dider1chson, Fig. 34
Gryczan et al (1980a)
J-I. Flock, Fig. 13
this tresis, Fig. 24
S. Hastrup, Fig. 23
S~ Hastrup, Fig. 18
Gryczan et al (1978a),
Iot::Kenzie et al (1986)
(1982)
pHV60
FMJ13
FMJ14
FMJ16
FMJ20pocso
== PiV32 'RanR. ~:!2 2E:_. In Gram-nega- NiaOOet et al (1982)
Uves, Ap ''!"et also expressed.J-...~of ,..,,, derivatives }- tI2sU
~: 10 mM TRIS 1~ EDTA pH 7.5
II.3 DNA Preparations
Preparatioo of Chromosomal DNA from Be licheniformis,II,3,1
II.3.1.1
Be subtilis & Ee coli
Miniscale
Cells from 5 ml of an L Broth overnight culture were pelleted.
The cells were resuspended in 250 pI 25% sucrose-100~ NaCl-SO mM
TRIS-HCl (pH 7.5), spun to rinse, and resuspended in 100 pI of
the sucrose buffer.
-1100 pI of a 25 mgml lysozyme suspension (in sucrose buffer) ,
and 150 pI EDTA pHS, were added, and the suspension incubated
for 30 mins. at 370C with agitation.
120 pI 1~ TRIS-HCI pH 7.5, 10 pI SM NaCI and 50 pI 10% SOS were
added, and the suspension incubated at 600C for 5 mins, after which
it was extracted several times with 530 pI Phenol/CHCl3 (1:1).
Once the inter-phase was clear, the nucleic acids were precipitated
on ice with 2 volumes cold EtOH. After incubation on ice for 5 mins.
the nucleic acids were pelleted by centrifugation in an Eppendorf
centrifuge for 2 mins, and the supernatant removed carefully with
a pipette.
The pellet was rinsed with cold 70% EtOH, and recentrifuged as
above, after which it was resuspended in 100 pI 50 mM TRIS-HCI (pH
7.5) - EDTA 0.5 mM at 40C overnight.
The resuspended nucleic acids were incubated with 2 pI of 1 mgml-1
RNAase A solution, that had been heat-treated (viz. incubated at
SOOC for 1h), for 60 mins. at 370C, after which they were again
phenol extracted and pelleted as described above. Finally the DNA
was resuspended in 50 pI TE. Spl of the suspension was normally
sufficient for 1 track in a Southern blotting experiment.
II.3.1.2 Large scale (only differences from above noted).
The method described above was scaled up by a factor of 10.
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The incubation at 600C was for 10 mins., and DNA was spooled
out rather than spun down after ethanol precipitations. For the
RNAase digestion, the DNA threads were resupended immediately
in 2 mls TE, and 0.5 mg RNAase A added. Incubation was for 30 mins.
at 37oC, whereupon 0.1 mg proteinase K ( Boehringer) was added,
and incubation continued for 1 h. NaCl was added to 0.5 M, and the
suspension extracted twice with an equal volume of phenol/CHCI3,
and twice with CHCI3• After spooling out from ethanol, and rinsing
in 70% ethanol for the last time, the DNA was resuspended in 2 mls
TE as described above.
II,3,2 Plasmid Preparation
Plasmids from either E, coli or B, subtilis were extracted by
a modification of the method described by Kieser (1984).
solution 1: 0.3 M sucrose, 25 mM TRIS pH8, 25 ~ EDTA pH8.
Lysozyme was added to 2 mgml-1 prior to use.
solution 2: 0.3 M NaOH, 2\ SOS
Made fresh once a month, stored at 4oC, and warmed prior to use
to redissolve SDS.
solution 3: phenol 100 q, chloroform 100 ml, H20 20 mI.Unbuffered sodium acetate (3 M)
Neutral phenol/chloroform: A 1:1 v/v solution made with phenol,
saturated and equilibrated first with 1M TRIS pH8, then with
O. 1 11 IRIS pHS.
1Q X IE: 100~ IRIS pHS-10~ EOIA pHS
RNAase A: 1 mgml-1 stock heated at SOOC for 60 mins.
Aliquotswere storedat -200C .
II.3.2.1 Miniscale
Cells from 1 to 5 mls of an overnight culture were pelleted by
spinning briefly in an Eppendorf centrifuge, or in a Sorvall 5534
rotor for 5 mins. at 5000 rpm. 500 pI of solution 1was added to
the cell pellet, followed by vortexing to resuspend the cells,
which were then incubated at 370C for 15 mins. 250 pI solution 2 I
OCIwas added, the suspension mixed by inversion, and incubated at 70 I
for 30 mins. The sample was then cooled to room temperature. 100pl-I
,.iof solution 3 was added, mixed in gently, and the sample centrifu~ I
ed for 5 mins. as above. The supernatant was aspirated to a fresh
tube. 70 pI 3M sodium acetate and 700 pI isopropanol were added, .
and the sample ~ated briefly at -SOoC. Nucleic acids were pelle
ted by spinning for 2 mins. in an Eppendorf centrifuge, and the
supernatant discarded.
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The pellet was resuspendedin 100 pl 10XTE/0.3Msodium acetate, and extracted
cnce with an equal volurreof neutral phenol/aICl3•The suspensionwas spun for
2 rnins., and the aqueous phase transferredto a fresh tube, where it was extracted
Cl1Cewith an equal volurreof chloroform.The plasmid was precipitatedfinally
with 2 volurresof ethanol.After chilling for 5 mins. at -80oC , or 30 rnins. at
-20oC, the plasmid was spun down in an Eppendorfcentrifuge,and the supernatant
aspirated.The pellet was rinsed without resuspensionwith 70% EtCH, and chilled
at -20oC. The pellet was respun briefly ( 2 mins.) as above, and the supernatant
rerroved carefully.The pellet was then lyophilized,and resuspendedin 50 pI TE.
1 ,ul of plasmid was usually sufficientfor a slot on a minigel.
1I.3.2.2 For Low COpy Plasmids
Some modifications were necessary for plasmids present in low copy
number. Only differences from the above method are noted.
10 mls of an overnight culture were used, and respectively 1,0.5
and 0.4 ml of solutions 1,2 and 3 added. For the first precipitation
140 pl 3M Na-acetate and 1.4 ml isopropanol were added. After the
lyophilization, an extra step was required, viz. the DNA was
resuspended in 400 pI TE, and 35 pI O.S~ EDTA pH8 and 20 pI RNAase
A were added. After incubation at 370C for 30 mins, the DNA was
phenol extracted, precipitated and dried. After resuspension in 50
pl TE, 10 pl were normally required for one application on a minigel
II.3.2.3 Large Scale
Solutions as for mini-prep, but in addition:
n-butanol saturated with H20 and CsCI
CsCI/IE Stock: 100 g CsCl, 100 ml TE, 3 ml EtBr -110 mgml .
Starting from 100 mls of an overnight cell culture, method II.3.2.1
was followed, using 10-fold greater volumes of reagents, as far as
the isopropanol precipitation. The resulting pellet was resuspended
in 400 pI 10XTE/o.3M sodium acetate, and extracted once with the
neutral phenol/CHCl3 solution, and once with CHCI3• The nucleic ac-
ids were then precipitated with 2 volumes of EtOH, chilled at -80oC
for 5 mins., pelleted by spinning at 10,000 rpm for 20 mins., and
dried.
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The DNA was resuspended in 500 pI TE. 40 pI 0.5~ EDTA pH8 was
oadded, and the sample incubated at 37 C for 30-60 mins. with 25pl
-1RNAase A. 0.5 g CsCI and 15 pI EtBr (10 mgml stock) were added,
and the mixture transferredto VTi65 tubes. These were filled up
to the neck with CsCI solution, and the tubes were sealed. After
ocentrifuging in a VTi65 rotor at 45,000 rpm and 15 C for 18-20 h,
the rotor was decellerated without braking. The lower plasmid
band was "pulled" with a syringe, under UV illumination at 366nm.
EtBr was extracted with the n-butanol solution. The colourless
plasmid suspension was diluted with 3 volumes of water, and preci-
pitated with 2.5 vols. EtOH in Corex tubes. After chilling at -80oC
for 5 mins., the DNA was pelleted by centrifugation at 10,000 rpm
for 30 mins. The supernatant was discarded, and the pellet dried.
Plasmid DNA was resuspended in 400 pI TE, transferredto an Eppen-
dorf tube, and reprecipitated at an NaCI concentration of 0.2 M
with 2.5 vols. EtOH. After chilling at -80oC, and spinning down in
an Eppendorf centrifuge for 5 mins., the pellet was rinsed with cold
70% EtOH, respun for 2 mins. and dried. The plasmid was resuspended
in 200 fl TE. 1 pI was usually sufficient for a slot on a minigel.
Plasmids for cloning of chromosomal fragments were always banded
on CsCI gradients.
II.3.3 Lambda DNA Preparation
Lambda PIL: 0.01\ glycerol, O.01M Tris-HCl pH 7.4, 0.01M M9S04.
~ (1 L): 10 9 NZamine, 5g yeast extract, Sg NaCl, 2g M9C12.6H20.
Lambda Top (1 L)
10 9 tryptone, 2.5 9 NaCl, 6.5 9 agar.
This was dispensed into 50 ml portions. Just prior to use, a portion
was melted and cooled to 4SoC. A portion was never remelted.
I..t::m (1 L) (or LBroth containing maltose 0.4\ and M9C12 10mM):.
10 9 tryptone, 2.5 9 NaCl, 2 q maltose.
Indicator cells
Recipient strain grown overnight in TMB
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II.3.3.1 Titrating Stock: Rapid One-Plate Method
A fresh tryptone plate was overlaid with 100 pl indicator cells
in 2.5 ml lambda top (c. 450C). The plate was dried at 370C for 30
mins. with the lid off. A fresh plaque was picked into 200 pI
lambda OIL, and left at room temperature for 30 mins. to elute the
'phage; ~ avaiLmle,a 'phage.stock was used instead. 10-fold
-1dilutions of 'phage in lambda DIL were made in the range 10 to
10-10, and 10 pl of each dilution was spotted on to the plate
overlaid with indicator cells. Twenty mins. was allowed for adsorp-
tion, before the plates were trans~ to 370C for incubation
overnight. Next day, plaquesresultingfrom a dilutiongivingrise to a
convenient number were counted, and the titer estimated.
II.3.3.2 Preparation of Plate Lysates of Lambda
100 pl indicator cells were preadsorbed with 105 pfu ( or 5%
of an eluted plaque) for 20 mins. at 37oC. Then 3 mls molten
lambda top at c. 420C was added, and the mixture spread on a fresh
tryptone plate. The plate was inverted and incubated at 370C for
8 h, or until lysis was confluent. 5 mls of lambda DIL were added
to the plate, and it was left at 40C for several hours with occa-
sional shaking to elute the 'phage. The suspension was sucked up,
and the plate rinsed with about 1 ml of lambda OIL, which was pool-
ed with the first suspension. 100 pI CHCl3 was added, and the harveS
ted 'phage suspension vortexed briefly, after which it was centrifu-
oged at 4,000 rpm and 4 C for 10 mins. A drop of CHCl3 was added to
the supernatant and it was stored at 4oC.
II.3.3.3 Large Scale Preparation of Lambda DNA (B. Old)
Day 0 The 'phage stock was titrated,and a fresh indicator culture
was set up.
Day 1 1 ml fresh indicator, 1 ml 10 mM MgCl2, and 100 pI lambda780DIL containing 10, or 10 pfu were preadsorbed for 10 mins at 37 C
(in triplicate for each of the two infection ratios) .After preadsorp-
tion, each sample of cells was added to a 1L baffle-flask containing
300 mls fresh L Broth or NZY, which had been prewarmed to 37oC, and
the flasks were incubated at 370C for 16 h with slow shaking (120 re~
min-1).
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Day 2 500 pI CHCl3 was added to each flask, and the flasks were
swirled gently. Their contents were centrifuged at 10,000rpm for
10 mins. Afterwards the appropriate supernatants were pooled, and
1 ml of both pools set aside for titration. 40g NaCI per liter
supernatant was added, and the suspension swirled to dissolve the
salt. 111g PEG 6000 per liter was added, and the suspension stirred
slowly at room temperature using a magnetic stirrer for 1 h. The
suspensions were kept at 40C overnight, while their titers were
estimated as described in II.3.3.1.
Day 3 Suspensions having a titer below 1010pfu/ml\\eredis-
carded. Those of ~ 1010pfu/ml were stirred slowly as above for
1.5 h to resuspend the particles, after which they were centrifuged
at 10,000 rpm for 10 mins. The supernatant was discarded, and the
position of the pellet marked on eachtube. 5 mls of lambda OIL were
added to each pellet, and the tubes rocked on a shaker for several
hours, with regular rotation of the tubes by a few degrees until the
entire pellet was resuspended. Suspensions were pooled, and incuba-
ted at 370C for 1 h with 10 pgml-1 DNAase I to degrade chromosomal
DNA, and with 1 mg RNAase A per 25 mI. They were then kept at 40C
overnight.
Day 4 The suspensions were given a clearing spin at 10 K rpm for
10 mins. The supernatants were then centrifuged in a swingout rotor
at 40K rpm for 1 h, resulting in a yellow gelatinous pellet. This
was resuspended in 500 pI lambda OIL by standing the tubes at 40C
for several hours. Finally, the suspensions were heated at 6SoC for
10 mins. to inactivate DNAase' I, and then cooled on ice. 30 pI of
a solution of Pronase ( 12.5 mgml-1) was added to each ml of lambda,
oand the 'phage incubated at 37 C for 1 h. SOS was added to a final
concentration of 1%, Na-acetate to 0.4M, and the suspension heated
at 6S0C for 10 mins. After this treatment, the suspension was
phenol extracted,without vortexing, very gently several times until
a clear interphase was achieved. After a single CHCl3 extraction,
2.5 vols. ice-cold EtOH were added, and the lambda DNA spooled out.
It was rinsed with 70% EtOH, and resuspended in 250 pl TE at 40C
overnight.
1L 'phage suspension usually gave about 2 mg DNA.
II.4 Transformation Procedures
II.4,1 Competent Cell Preparation for B, subtilis was performed
):y a modification CIfthe method of Boylan R, J I et al (1972)
10 x MM (1L):(NH4)2 504 20 g, KH2P04 60 g, K2HP04,3H20 140 g.
Salt mix (20 mls)
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0.20 ml 0.1M stock* FeCl3.6H20
0.20 ml 0.1M stock MnC12.4H20
*~3 stock was iil tered, not autoclaved, and was stored at 4oC.
87% glycerol{sterile)
KM stock
Sterilesolutionsweremixed as follows:
900 ml sterile H20
100 ml 10xMM
10 ml 10\ tri-sodium citrate (dihydrate)
2 ml ,~ MgS04.7H20
KM1 Se KM2
Sterilesolutionsweremixed as follows:
KM' KM2
.KM stock 480 ml 480 ml
20\ glucose '0 ml
20% casaminoacids 500 pl
5% yeast extract 10 mls
0.1 .M MnCl2 15 pl
Salt mix
0.5 M caCl2
1 M MgCl2
Procedure
A culture was grown in L Broth for about 5 h. The following
serial dilutions were made in KMl and grown overnight
in 15 ml tubes with shaking: 4 serial 25-fold dilutions,
where 0.2 ml was added to 5 ml KM1, followed by 6 serial
50-fold dilutions, where 0.1 ml was added to 5 mls KM1.
10 ml
500 pl
10 mls
0.5 ml
0.5 ml
0.4 ml
An 5S34 rotor, sterile
were warmed to 370 C,
of the highest cell
overnight incubation
and a centrifuge
dilution showing
was diluted in
oakridge tubes, KM2 and 87% glycerol
oto 20 C• 2.5 ml
growth after the
22.5 ml prewarmed
KM2, and the incubation was continued for 1 h in a flask,
with agitation.
at 7,000 rpm
The cells were harvested by centrifugation
for 3 mins. in the prewarmed tubes. The
supernatant was reserved under sterile conditions. 2.2
mJs of it was used to resuspend the pellet, and 0.6 ml
87% glycerol was added and gently mixed in. 400 pl aliquots
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were frozen in
at -800 C until
liquid nitrogen in cryotubes, and stored
needed. The transformabili ty of the cells
was checked by transformation with a standard
(here pHV33). The transformation frequency was
5 -1 6 -110 pg , but occasionally was as high as 10 ~g
plasmid
typically
I!.4.2 Transformation of B. subtilis Competent Cells
BC medium
900 ml H2O
100 ml 10 x MM (see II.4.1)
10 ml 10\ Sodium citrate
2 ml 1r::1MgS04
1 ml salt mix (see II.4.1)
aIr (freshly made just prior to use)
350 pI BC medium, 50 plO. 4\ glucose, 50 pl 40 mM. MQCI2, 50 pl
2 ~ EGTA.
Procedure
A portion of frozen competent cells was thawed quickly
at 37° C, and one volume BTF was added. Up to one J,lg DNA
was incubated with 100 pL of cell/BTF mix, with vigorous
agi tation, at 370 C for 20 mins. in tubes that had been
prewarmed to 370 C. The transformed cells were spread on
suitable selective plates.
II.4.3 B subtilis protoplast Transformation (Lars Christiansen)
was perfonnedby a modificationof the method of Chang & Cohen (1979).
2 x SMM
1.5 ~ sucrose
0.2 M Maleic acid pH 6.5
1.0 M MgCl2
100 ml( final conc.1.0 M)
30 mIC 0.04 ~}
< 6 ml( 0.04 ~)
Water 14 ml
adjusted to pH 6.5 and sterile-filtered.
MC buffer
1 vol. 2xLB
1 vol. 2xSMM
PC plates (1 L): oMixed frem stocks prewarmedor cooled to 60 C
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(excepting BSA).
8 9' Noble agar in
1 M Na-succinate pH 7.3
10\ yeast extract
20\ casamino acids
10 x MM
20\ glucose
5\ BSA
1 M M9Cl,
300 ml
500 ml
50 ml
25 ml
25 ml
25 ml
Antibioticwas added when requiredeg.
2 ml
20 ml
-13 pgml chloramphenicol
50 mls ofPEG-C: 40 g PEG-6000 and 15 mls water. Autoclaved and
2xSMM added.
Procedure
L Broth was inoculated from a fresh plate and the cells
grown to A450 c.l (reckoning 1.5 ml per transformation).
The cells were harvested and washed in an equal volume
of warmed MC Buffer, then resuspended in 400 pI MC containing
1 mgml-l lysozyme for each 1.5 ml of or iginal culture.
They were incubated at 370C for 10-20 mins. while protoplast
formation was monitored regularly under the microscope.
The protoplasts were sometimes frozen at this stage, by
freezing slowly in cryotubes packed in ice and then placed
at-SO °C. Each tube had a hole in the cap. Thawing prior
to use was rapid (performed at 65' C) •
10 pI DNA containing 1 pg or more and 600 pl PEG-C were
added to the protoplasts, mixed gently and incubated at
370C for 2 mins. 400 pl MC Buffer was added, and the sample
centrifuged for 30 secs. The supernatant was aspirated,
and the pellet carefully resuspended in 200 pl MC, and
incubated for 5 mins. as above, before plating out on
PC plates.
11.4.4 Transformation of B. licheniformis Competent Cells
11.4.4.' By a modification of the method Of Sherratt & Collins
(1C!73).
NBSG-X, BLSG,IM as described by Thorne & Stull (1966).
Penassay (Difco) plates were used. They were identicalto NBY
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plates (Thorne & Stull, 1966) except for having a lower Beef
extract concentration (1.5 gL-1 vs. 3 9L-1)
Schaeffer's medium (1L): peptone 5 g, beef extract 3 g,
MgS04.7H,O 0.25 q, KCl 1 q.
Added afte'::'autoclaving from sterile stocks:
MnS04 1 ml 5° !!l!:1 stock
FeS04·7H2O 0.37 ml 0.1 !1 stock
Ca (N03)2·4H20 10 ml of 2.4 9 " w/v stock.~.Q~~~hn.::
1) Spore inocula were prepared by growing cells in 25 mls
Schaeffer's medium for 3 days, harveting spores, and rinsing
twice with sterile H,O. '!hesewere resuspended in 1 ml H2.0,
incubated 30 mins. at 650C, and stored at 4oC.
2) Spores were titrated: dilutions in Tryptone Broth wer~ pla-
ted out on Penassay and colonies scored.
3) 106 spores were inoculated into 25 ml ~ or NBSG-X in 250
ml flasks and were shaken at 200 rev/min at 370C for 18 h.
4) Cells were diluted 1/30 in ~. DNA approx. 1 mgml-1 was added
in 100 pI 2 H NaCI and the cells were shaken vigorously for 45
mins.
5) Aliquots were plated out on Penassay (omitting the DNAase I
step described for chromosomal DNA transformation) w,ith anti-
biotic. As control, a 10-4 dilution was plated on Penassay not
containing antibiotic, for viable cell estimation.
II.4.4.2 By a method suggested by R. Runi (Apothekernes labo-
ratorium A/S)
EL Broth (and Plates)(1L): Tryptone 10 g, Yeast extract 10 g,
NaCl 5 s . (15g agar).
Adjusted to pH 7.0 - 7.5 prior to autoclaving.
An overnight culture was grown up in BLSG, diluted 1: 10
in ~, and incubated 3 h. The cells were concentrated
1: 10 in the used medium. 10 Ipl DNA was added to 90 pI
concentrated cell suspension, and shaken slowly at 37
°c for 30 mins. 900 pI ~ Broth was added, and the cells
incubated with vigorous shaking for not less than 3 h.
The cells were then plated out on BL containing 15 pg
-1ml kanamycin.
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II,4,~ Transformation pf E, li=heniformis Protoplasts was perfonred
by modifications of the methods of Chang & Cohen (1979), Imana-
ka et al (PVP addition, high Km concentration; 1981) and Akama-
tsu & Sekiguchi (HMP medium; 1982, 1984).
I am grateful to Poul-Erik Pedersen for the tip concerning the
addition of 1\ starch to HMP-1.5 medium.
Solutions as for S, subtilis (II.4.3), and in addition:
6% w/y PVP: polyvinylpyrrolidone K90 (Serva). Autoclaved only 10
mins.
20\ gluc~se (autoclaved)
2M Na-succinate pH7.3 (autoclaved)
K2HP04-KH2P04 3.5-1.5\ w/v Cautoclaved)
HMP-1.S Plates (1L):
The follCMingwere mixed toget.L~,warming the solutions slightly to
reduce viscosity.
25 •ml g1ucose 20\
250 ml Na-succinate 2M
100 ml K2HP04-KH2P04 solution
250 ml 6\ PVP solution
10 ml L-tryptophan 1\
20 ml M9Cl2 11:1.CSter ile)
The following solutions were cooled slightly before mixing with
the salts:
50 ml Na-citrate-CNH4)2S04
5 g starch (autoclaved separately in a flask in 100 ml H20).
8 g agar autoclaved separately in 100 ml H20.
Antibiotics were added as required. The plates were not dried before use.
HCP-1,5 Medium
As HMP, but instead of Na-citrate-CNH4'2S04' 0,5 g\ casamino
acids were included C starch and agar were cr.1itted)
Procedure
20 mls L Broth was inoculated fran a fresh overnight culture and grown
to ~OO c. 0.5.
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The cells were diluted 20X by addition of 1 ml to 20 ml
fresh L Broth, and were agitated vigorously again at 37
°c until the A 600 was again c. 0.5. The cells were harvested
and resuspended in 1 ml MCBuffer containing 5 mg lysozyme,
and incubated at 42 °c with gentle agitation. Protoplast
formation was monitored under the microscope. After about
45 mins., when all the cells had protoplasted, harvesting
was performed gently at room temperature by spinning at
4,000 xg for 5 mins. Protoplasts were gently resuspended
in 1 ml MC Buffer, and pelleted as above. The wash was
repeated once, and the protoplasts
u L MC Buffer. 50-100pl were transformed
resuspended in
by addition of
200
DNA
( in 10 pl), to which an equal volume of 2 x SMMhad been
added. Immediately, 500 pL PEG-C was added and mixed in
carefully. After 2 mins., 4.5 ml MC Buffer was added,
and the protoplasts
resuspended in 1 ml
30 CC, and 10-1 and 10-2
harvested as before. They were then
HCP-1.S which had been prewarmed to
The protop1asts were
agitation, to allow phenotypic expression of the selective
marker, before plating out 100 pl aliquots directly on
to HMP-15 plates containing respectively ego 0:250:500
and 750 Jlgml-l Km and on L Agar control plates containing
-1 Q10pgm1 Km. The plates were incubated 2-3 days at 37 ~.
-6ilutions made in the same medium.
incubated at 30 °c for 1.5 h without
II.4.6 Preparation of E. roli Competent Cells
Cells were prepared as described in Maniatis et al (1982), with
modifications, using sterile glassware and solutions.
An L Broth overnight culture was grown up and 100 mls
L Broth inoculated next day 1: 100. The cells were shaken
vigorously in a lL flask at 370C to AS50 0.5 (corresponding
. 7 -to app rcx.imat e Ly SxlO cells/ml Rec cells), then chilled
on ice for 10 mins. before harvesting at 4 °C. The cells
were resuspended in 50 m1s ice-cold. SO~ CaC12 -lOmM TRIS
pH8, then stored at 40C for 24 h. The cells were either
used immediately, or else frozen until required. They
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were frozen as follows: 1.25 ml glycerol from a cold 80%
solution
cryotubes,
-80 CC.
was added, 200
then frozen
pI aliquots were
in liquid nitrogen
dispensed into
and stored at
11.4.7 Transformation of E. coli Competent Cells
Either freshly aged cells were used, or an aliquot of
frozen cells was thawed slowly on ice (takes 15 - 30 mins).
DNA was added in a volume not exceeding 10 pl. Approx.
1 ng intact plasmid or up to 40 ng plasmid DNA in a ligation
mix was added. The cells were incubated 30-60 mins. on
ice with DNA before being heat-shocked by incubation for
2 mins.at 37oC. An expression period was found not to
be required for Ampicillin resistance, but for selection
by other markers, L Broth was added to 1 ml, and the
cells incubated at 3~C for 30 mins. without shaking.
10 pI, 50 ~l and the remaining volume of the transformation
mixture were spread on suitable plates
L Broth had been added).
or 5x200,Pl if
11.5 PrE'!paration of RNA from B. licheniforrnis was performed
by a modification of the method of Berk & Sharp (1977) descri-
bed in Gilman & Chamberlin (1983), with a few modifications.
Diethylpyrocarbonate (Drp) - treated H20
1L H20 + 1ml DEP (Sigma). ~'lashaken occasionally,and autoclavedafter
24 h.
DEP-treatedwater was used to make all solutions used for the mRNA
preparation.
Disruption Buffer
30 mM TRIS-HCl (pH 7.5), 100 mM NaCl, 5 ~ EDTA,1\ SOS
100 ~g/ml proteinase K (Boehringer) was added prior to use (see
below) .
Prein~ubatiQn Suffer
20 mM TRIS pH7.5-10 mM CaCl
DNAase 1 Dicrestion Buffer for RNA
20 mM TRIS-HCl (pHS), 10 mM MgC12, 2 mM CaC12
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-1100 )Jgml proteinase K-trea ted DNAase I added (see below).
Dl~ase I (Worthington, RNAase-free)
Procedure
1) Rn lichenifQrmis was grown in modified Schaeffer's medium.
samples were taken at A450=1 (exponential growth; 40 ml); and
T6 or T14 (stationary phase; 20 ml).
2) The cells were spun down in autoclaved 250 ml tubes 1/3 full
of freshly made ice, pre-chilled to -20oC. Cells were spun down
in a chilled rotor at OOC, and resuspended in 5 ml Disruption
Buffer containing proteinase K.
3) Cells were sonicated 3x 10 secs. at 30 Wand incubated 60mins.
at 370 C.
4) The lysate was extracted twice with phenol: chloroform, once
with chloroform: isoamylalcohol (24:1), once with chloroform,
and precipitated with 2.5 vols. ethanol, spun down and dried.
5) DNAase I was pretreated with proteinase K to remove any resi-
dual RNAase activity as follows: (see Tullis & Rubin, 1980):
-1DNAase I was made 1 mgml in 20mM TRIS pH '.5-10 mM CaCl2 (Pre-
incubation Buffer) and pre incubated 15 mins. at 3'oC. This was
added to proteinase K to give a concentration of prcteinase K of
1 mgml-1 and incubated 1 h at 3'oC, after which it was imme-
diately used on the nucleic acid preparation. (As an alternative,
a DNAase I preparation such as RQ 1™ (Promega Biotech) can be
"used) .
6) The nucleic acids were .redissolved in 300)JI DNAase I Diges-
tion Buffer, containing 1/10 vol. proteinase-K treated D~mase I
(ie. 100 pgml -1) and digested at 3'oC for 60 min. SDS was then
added to 1% (1/10 vol 10%), EDTA to 50 mM (1/5 vol. 0.25 M) and
NaCI to 0.2 M (1/10 vol. 2 M). The mixture was extracted once with
phenol/chlorofo~, twice with chloroform, and precipitatedwith EtOH.
RNA was resuspended in DEP-Hz0 and P. was measured,
260
II,6 $1 Nuclease Mapping
was carried out as described in Gilman & Chamberlain (1983)
Hybridjzation Buffer: 40 mM Pipes (pH 6.4),0.4 M NaCI,1 mM EOTA
Logg'no Buffer: 80% formamide, 10 mM NaOH, 1 ~ EDTA, BPB, XCFF
(Sigma, Biorad resp.) 0.04%.
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S1 pigestion Buffer: 30 ~ sodium acetate (pH 4.6), 0.25 M NaCI,
1 mM ZnS04, 5\ glycerol, 20 pg/ml.sonicated denatured salmon
sperm DNA.
$1 Nucle~se (Boehringer RNAase-free)
51 Nuclease Mapping Procedure
Labelled hybridization probe was mixed with approximately
20 ~g mRNA or 20 pg yeast tRNA (Calbiochem), and precipiated
with EtOH.
The precipitate was rinsed with 70% EtOH, lyophilized
and redissolved in 10 uL hybridization buffer, which was
overlaid with paraffin. The sample was heated at 90 °c
for 5 mins, and transferred to temperatures from 45 °c
to 660 C, where it was incubated for 3 h. 200 pI ice-cold
51 Digestion Buffer containing SOU 51-nuclease (Boehringer)
was added. 1 unit was defined as producing 1 rg of free
Pi per minute. Incubation with 51-nuclease was for 30
mins. at 3"P C, after which the nucleic acids were precipitated
with EtOH, and rinsed with 70% EtOH. They were redissolved
in Loading Buffer, Heated for 2 mins. at 900 C to denature,
and plunged into ice. The samples were applied to 8% acryl-
amide-urea sequencing gels (II.12.2).
II.7 Labelling Techniques
II.7.1. Nick-Translation
was carried out as described below.
Nick translation buffer (see II.7.2)
DNAase I (Worthington) was kept at -20oC as a
1 mgml-1 (in 50\ glycerol-IE-SO mM KCI-l mM
13SA).An aliquot was diluted in H20 just prior to use. 2J.lI
dilution was added to the reaction).
stock solution of
-1DTT-100 pg ml
of 10-4
DNA c.
10 x Nick Transl~tion Buffer
a_32p dNTP ego dATP
2 mM cold dNTPS (as needed)
H20 up to
DNAase I
0.2 pg
10 pI
. ._30 )lei
eg.dC,dG,dTTP: 4 pI of
100 pI
0.2 ng
each
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The mixture was incubated at roan terrperaturefor 5-15 mins. (period
giving good incorporation was determined empirically for each DNAase
I suspension). The sarrplewas heated at 650C for 10 mins., then cooled
on ice. 1 pI DNA polymerase I was added, and incubation proceeded
at 160C for 40-60 mins. The labelled DNA was phenol/CHC~ extracted
once.
Removal of Unincorporated Nucleotides
Desalting to remove unincorporated labelled'nucleotides was per-
formed by standard methods ego on NENSORB 20 Nucleic Acid Puri-
fication Cartridges (NEN Research Products).
II.7.2 End-Labelling
II.7.2.' Labelling of Recessed 3' Ends (MFillinq-Out")
was performed as described by Maniatis et al (1982), p. 113.
DNA " 12. 5 pg
10 x Nick-Tra.o...s.lationBuffer* 2 pI
a_32p dNTP (2 pmole) 5 }lei':
2 mM dNTP cold (as needed) (2nmole each) 1 pI
DNA polymerase (large fragment i.e. Klenow enzyme): 1 unit
H20 up to 25 pI
After incubation at roan terrperature for 30 mins., 1 plO. 5!:1 EDTA
(pH 8) was added, and the sarrpleextracted with phenol/CHC13 • Desalting
was carried out as in II.7.1, or else the labelled fragment was used
as a probe directly after boiling.
*10 x Nick Translation Buffer
0.5 M TRIS pH 7.2, 0.1 M MgS04,
-11 ~ OTT, 500 pgml gelatine
II.7.2.2 Labelling Ends With 3' Overhang
was performed as described by Maniatis et aI, 1982 p. 117.
10 x T4 DNA Pol Buffer
0.33 M TRIS-acetate pH 7.9, 0.66 M K-acetate, 0.1 M Mg-acetat~,
5 mM OTT, 1 mgml-1 BSA. Stored.at -200 C.
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DNA
10x'r4 Buffer
eq. a _32PdA'r~
2~ each eg. dG'rP, dC'rP, d'r'rP
0.5-2 }Jq
2 pI
2 )lCi
1 ,Ill
19 pIH20 up to
'r4 DNApolymerase (Pt Biochemicals) 2.5 units
The mixture was incubated at 37°C for 5 mins. I pI lrrM cold ATP was
added, and incubation continued for 10 mins. The reaction was terminated
by heating for 5 mins. at 70oC.
II.7.3 Kinasing (& Labelling) of Linkers & Oligomer Probes
was performed as described below.
Up to I ~60 unit of linker DNA was labelled in 50 pI 'rE (7-10 nmoles)
or 40 pmol of oligomer probe (=0.15?g 14-mer).
For probes:
DNAin 25 }ll
1M TRIS-HCl (pH 7.5) 6 pl
O. 1~ MQC12 10 pI
H20 46 pI
The mixture was heated at700C for 2 mins. ,and cooled to 3-fC.
1~1 10 mMATP (or 70 }lei y_32p A'rP).
10 pI B-mercaptoethanol 0.1 H ( i.e. 0.78 9/100 ml)
1 »i kinase
were added, and the mixmre incubated at 37°C for 30 mins. The 700C
heating, adelltion of reagents thereafter, and incubation were repeated
once, but anitting a second addition of labelled nucleotide. The sample
was then phenol/chloroform extracted, extracted with CHC~ , and precipi-
tated with EtOH.
For linkers:
Linkers were kinased as above, but extra ATP was added when the kinase
step was repeated. At the end of the second incubation, the sample
was heated again at 70°C in a water bath (eg. a beaker). The sample
and water bath were transferred to 4°C and the strands allowed to anneal
overnight. Such samples were stored at -20oC.
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II.S Hybridization Technigues
II.S.1 Southern Blotting
was carried out as described below.
Transfer of DNA to filterswas by osmosisas described by Southern
(1975) in 20xSSC. PALL BiodynelM transfer membranes were
used and the accompanying manufacturer's instructions followed
regarding membrane treatment, hybridization, ·stripping" and re-
hybridization. Gels were denatured in 1.5 M NaCl-O.5 M NaOH for
30 mins., and neutralized in 3 M Na-acetate (pH 5.5) for 30 mins.
Filters were not rinsed after transfer, and were baked for 1h at
800 C.
1xDenhardt's solution: 0.02\ w/v BSA (Sigma Fraction V), PVP,
Ficoll-400.
1x5SC = 0.15 M NaCl, 0.015 M Na-citrate
Hybridization Buffer (Large Probes)
5xSSC, 5xOenhardt's solution, 50 mM Na-phosphate (pH 6.5), 0.1\
50S, 250 pqml-1 salmon sperm DNA, (Sigma) (sonicated 5 mins.),
50\ formamide (deionized), 10 pg ml-1 polyA.
Filters were pre incubated 1 h at 420c prior to addition of the
denatured probe. Incubation was at 420C, in sealed plastic bags.
Washing Procedure (Laroe Probes)
4 washes in 2xSSC -0.1% SOS at room temperature (30 mins./wash).
2 washes in 0.1xSSC - 0.1\ SOS at 500 C (30 mins./wash).
Hybridization Buffer (O]igomeric Probes)
1 . -16XSSC, 10x Oenhardt's so utlon, 0.1\ SOS, poly A 10 pgml
Preincubationwas at appropriate temperature overnight prior to
addition of pr~be.
WBshina Proredure (Oliaomeric Probes)
1 wash in 6xSSC / 0.1\ SDS (1 h)
4 washes 2xSSC / 0.1\50S (30 mins./wash) at appropriate tem-
perature
II.B.2 Colony Hybridization (E. coli) (Whatman 541 Filters)
Filter Preoaration
The colonies were replica-plated, reserving one .plate
for later isolations. A Whatman filter was placed on one
plate, and it was incubated for a further 2 h at 3~C.
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The filter was transferred,
plates, and incubated for 24
200colony-side down, to Cm
h at 370C. The filters were
treated, with shaking, for 2x5 mins. in the following
solutions, at room temperature:
(a) 0.5 M NaOH, Cb) 0.5 M TRIS pH 7.4, (c) 2xSSC pH 7.0.
Each filter was briefly dipped in 96% EtOH, and air dried.
Hybridization
The filters were hybridized in 6x NET for 1 h at 55 ~
(6xNET = 0.90 ~ NaCl; 0.09 ~ TRIS HCl pH 7.5, 0.06 ~ EDTA
+ 0.5\ Nonidet P40 (BRL».
Prehybridization was in above mixture containing also
-1100 r= sonicated denatured E. coli DNA for 2-16 h
at 55 °C. Hybridization was in 6xNET containing 250 pgml-1
tRNA, and the denatured labelled probe at an appropriate
temperature (probe-dependent).
Washing Filters
Filters were washed 5x (10 mins./wash) in 250 mls 6xSSC
at O~, and 3x as above at the hybridization temperature.
In my hands, only oligomeric or end-labelled (not nick-trans-
lated) probes couldbe used effectively in this procedure.
II.S.3 Colony Hybridization (B. subtilis) (PAL Biodyne filters)
was carried out by the following protocol.
Filter Preparation
Colonies were replica-plated, and transferred to PAL Biodyne
filters by laying the filter on a plate for 1 minute.
The filter was placed, colony-side up, on a pad of filter
paper soaked with O.5M NaOH-l.5M NaCl, and left 5 mins.
It was then placed on a pad soaked in 3M Na-acetate pH5.5,
and left for 5 mins., after which it was blotted well
between two sheets of filter paper, and air dried. The
filter was baked for 1 h at 80 ~.
- 112 -
Hvbridization to Kinased Qligomeric Probes (see II.S.1).
5~o of a portion of oligomer labelled up as per II. 7 .3 was need-
ed per filter.
Hvbridization to End-Labell~d Probes
Preincubation was performed as above. The filter was incuba-
ted with denatured labelled probe in: 50% deionized
formamide, 5x Denhardt's solution, 5x sse, 50 mM Na-phosphate
-1 -1(pH 6.5),0.1% SDS, 20 ~gml polyA, 100 ~gml E. coli soni-
cated denatured DNA, for 24 h at 42oC, and washed as above.
II.8.4 Northern Blotting
was performed as described below.
The RNA denaturing gels were run according to the method of Leh-
rach et al (1977), exactly as described in Maniatis et al (1982),
p.202, in a gel apparatus reserved for RNA work.
The 20x20 cm agarose-formaldehyde gel was run at 60 V overnight
with recirculation of 1xMOPS (Sigma) buffer.
Hvbridization to DNA Probe was performed
in 50\ formamide as in II.S.1, but with 1\ 50S, 500 pgml-1 sal-
mon sperm DNA instead of 250 fgml-1, and omitting polyA.
Prehybridization: a minimum of 4 h at 420 C.
Hybridization: overnight at 420 C.
Wag.bing Prgcpdure
2 washes in 2xSSC (5 mins. per wash, room temp.)
2 " " 2xSSC, 0.5% sos (30 mins. per wash, 650 C).
2 " " 0.1xSSC (30 mins. per wash, room temp.)
II.9 Enzyme Assays
II.9.1 Proteolytic Activity Determinations
Exoproteolytic activity was assayed in 2 ways.
11,9,1.1 Plate Assay
Culture supernatants were applied to wells in 1\ skim-milk, 1%
agarose in 25!!lMsodium phosphate (pHS). These plates were the
most sensitive, and were made by boiling the agarose in buffer,
followed by cooling and the addition of skim-milk from a 10\
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sterile stock solution.
Alternatively, in a modification of the dual-substrate plate
assay described by Montville (1983), they were applied to wells
in a plate containing 1\ skim-milk, 1\ gelatine, 1.5\ agar in
25 mM sodium phosphate. The gelatine and agar were autoclaved
in buffer, and after cooling the skim-milk was added from a 10\
stock. This method gave clearer, better defined halos that pho-
tograph more easily but were not sensitive to small changes in
exoprotease activity.
II.9.1.2 Azocoll Assay
Azocoll (Calbiochem 50-100 mesh). The grains were ground
further in a pestle: the more finely ground, the more intense
the colour that developed.For consistent results, the same
batch had to be usee.
Bllffer: 10 ~ TRIS HCl - 100 lIl.M. NaCl, pH 6.8
tnIA: 0.5 M pHS
ms.I.: 10 mgml -1 L.e. Pt. in isopropanol.
Samples: Aliquots of culture supernatant (spun again to remove
residual cells), preferably fresh. Otherwise the supernatant
was frozen at -20oC, and thawed just prior to use.
~:About 30\ activity was lost in one freeze - thaw cycle.
Samples kept overnight at 40C also lost considerable activity.
Procedure
1. 100 mg Azocoll was weighed out into conical flasks.
2. The sample (30-2000 pI) was preincubated at 370C with or
without inhibitor for 30 mins. The buffer was also equilibrated
to 370 C for 30 mins.
Inhibitor concentrations in the sample were 1 mM PMSF, 10 mM
EDTAJ and correspond to the addition of 25 pl of each of the
stock solutions per ml sample.
Blank samples were prepared with 1 ml medium instead of culture
supernatant.
3. At the end of the preincubation, 60 mls of buffer were added
to the Azocoll grains, and the sample was added.
4. Incubation was for 15 mins. at 37°c with vigorous sha-
king.
S. After precisely 15 mins., samples were filtered free from
the remaining Azocoll through Whatman filters.
6. The AS20 nm was read.
~: Preincubation with inhibition was essential for a speci-
fic effect.
Azocoll could not be added as a suspension.
A mini-assay with 5 mc;Azocoll in a total reaction volume of
3 mls similarly gave a linear response up to an OD of c.0.6,
which corresponded to proteolysis by 6 pg o! a preparatioi of
subtilisin Novo under standard conditions. The mini-assay how-
ever, gave less reproducible results than the method described
above.
II.9.2 Xylosidase Assay (Sven Hastrup)
Intracellular activity was detected and quantified as follows.
Plate Assay The plates were spray-
ed with 1 mM MUX i.e.4-Methyl-umbelliferyl-6 -D-xylopyrano-
side in 10 ~ K-P04 buffer, pH7.0-1mM EDTA, and visualizedunder UV
light. Posi tives fluorescedwith a blue glow.
Colorimetric Assay
Samples of culture were frozen at -200 C until assayed.
100 pI culture was added to 1 rolPE'"
~£t = 10 ~ K-phosphate - 1 ~ EDTA (pH7.1).
100 pI PE containinga pinch of lysozymewas added and the mixture
incubated at 370C for 5 mins. When lysis was evident, 100 pI ~
was added, and incubationcontinuedfor 1 h. 1 rnl lt1 N~ C~ was added,
and A430 read vs. a reference (lOOplmedium, l.lrnl PE, 100pl PNPX,
lrnl N~ C03) .
'.fli£A = 12 ~ p-nitro-phenyl-e-D-xyloside
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II.JO Selection of letS CQloni~s O~QchDer et aJ .1tlRr)
A freshly grown culture was diluted in phosphate buffered sal t
solution to about 107 cells/mI. CASSO = 0.5 corresponds to ap-
prox. 5X107 Rec- cells/ml; ASSO = 0.2 corresponds to approx.
5x107 Rec+ cells/ml)
0.1 ml of such a suspension was plated on fusaric acid plates.
Fusaric Acid Plates (1L) : agar 15 g, bactotryptone 10 g, yeast
extract 5 g, NaCI 10 g, glucose 2 g, chlortetracycline-HCl 50
mg (Sigma), NaH2P04H20 10 g.
Above ingredients were autoclaved and cooled. 6 ml fusaric acid
(2 rrg/ml), 5 ml 2~ ZnC11, and auxotrophic requirements were added.
I!.11 P1 Transduction
Sources: N. Fiil, T. Christensen, and Miller, J. H. (1972).
R-Agar (1L): 10 g tryptone, 8 g NaCI, 1 g yeast extract
Top Agar contained 8 gL -1 agar
Plates contained 10 9L-~ agar
Abov·e components vvere autoclaved and the following added:
2 ml 1M CaCI2, 5 ml 2\ glucose (per liter)
The plates were always freshly prepared ie. at most one day old.
~ containing 5 mM CaCl2
Sodium citrate 1M
McConkey Agar (Difco) Plates contained 1\ maltose (added from
a 10\ sterile-filtered solution after autoclaving).
AB Minimal Plates (Phosphate Buffer)
A: per 200 ml: (NH4)2S04 2g, Na2HP04 Gg, KH2P04 3g, NaCI 3g.a: per 800 mls: 1 ~ M9Cl2 1ml, 0.1 M CaCl2 1ml, 3 mM FeCl3 1ml.
The 3 solutions comprising B were autoclaved separately.
A and 13 were mixed in the ratio 1:4 (pH7-7. 2) .
Agar (final concentration 2\) was autoclaved in 800 rol H20.
After cooling to GOoC, the following were mixed together:,
200ml AB,SOOml agar,1ml each 1 ~ M9Cl2,O.1 H CaCl2,3 ~ FeCI3.
The selection substrate, here maltose, was added to 1% fraraa 10% ster-
ile-filtered solution and sodium citrate added to 20mM from a
1 H stock to prevent reinfection. In addition, auxotrophic
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requirements and thiamine (1 ml of a 1 mgml-1stoCk) were
added.
Methcdoloay for Preparation of P1 Lvsate was
exactly as in Miller (1972) viz. One d=op of an overnight cul-
ture of the donor strain- was subcultured into 5 m1 of L Broth
containing 5 m.r:! CaC12, and grown till the cells reached a density of
8 82x10 cells/ml (OD4~O=1corresponds to approx.3 x10 ce11s/m1).
Plvir was preadsorbed by adding107 phage to 1 ml of this exponen-
tial culture and incubating 20 mins. at 37oc.
2.5 mls molten R-TopAgarwas added, and the cells plated onto a fresh
R plate, which was incubated at 37oe, face up, for 8 h. The Top Agar
was scraped off, the plate rinsed with 1 ml L Broth, which was pooled
with the Top Agar. 5 drops of CHC~were added, and vortexed for 30
secs. After standing at roan temperature for la mins., the debris
was centrifuged down, and the supernatant stored at 40e with a few
drops of CHCl:3.
Generation of Recipient Strain - see text (III.4.4.2.3)
Transduction Procedure ( N. Fiil )
An overnight culture of the recipient strain was grown in L Broth
containing 5 rrM cael • A portion of the PI lysate was allowed to air
for a while to removetraces of CHCl:3.The lysate and cells were incuba-
ted together for 20 mins. at 370C in the following ratio v/v« Lysate:
Cells:: 10:1& l:lOlJsually, la pI, and 100 pl were used. The cells were
spread directly onto the selective ABplates containing 20 rrt-1sodium
citrate to prevent reinfection and incubated 48 h at 3,oC.
II.12 Gels
II,12,1 Gels: Non-penaturing
PB Buffer= Running Buffer
10X PB (2L): Tris-He1 216 g, boric acid 110 g, EDTA18,6 g (pH
approx. 8.3).
For analytical or preparative purposes the following were used:
0.8-1\ agarose: intact p1asmids, fragments down to 1 kb
1.5\ agarose (Sigma): fragments 400 bp - 1 kb
1.7\ agarose fragments 100 - 400 bp
5\ polyacrylamide fragments smaller than 400 bp
Agarose gels and Running Buffer contained ethidium bromide at
- -1
1 r= .
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bcryl-Bis: acrylamide-N,N methyl bisacrylamidc (Serva) 29:1\ w/v
5% Polyacrylamide G~l: 16.7 ml aeryl-bis, 10ml 10xPB, 77.7ml H20,
40 pl TEMED (Eiorad), 0.64 ml 1\ ammonium persulphate
Prerun 1 h at 200 V, run at 200 V.
Stained10 mins. with EtBr solution 1 pgrnl-1
Samples: Applied after addition of 1/5 vol. Ficoll mixture (35\
Ficoll-35;O.1\ BPE (Sigma) & XCFF (Biorad), 40 ~ EDTA).
II.12.2 Gels: Denaturing
0.15 mm thick, 25 x 40 cm or 80 cm
beryl-bis 40 - 1.3\ w/v
Buffer = 3/4 PB
Acrylamide cone. 20'" 8\
Urea 72 g 72 g
acryl-bis 80 ml 32 rnl
H ° 25 ml 70 ml2
The above Inqredfent.s were dis solved over gentle heat with stirring.
1 tsp. Amberlite Monobed Resin (Serva) was added, and stirred for
10 mins. The beads were filtered off using a Whatman filter, and the
volurre adjusted to 154 rnl with water. 12.5 rnls lOxPB were added, and
the mixture degassed briefly. 40 pI TEMED (Biorad), and 0.9 rnl of
a freshly made 10% APS solution were added. The gel was cast, and
run at lW/c:m.The position of the XCFF dye corresponds to that of a
67b fragment on 8% gels, to 29b on 20% gels.
Samples: Applied after boiling 2 mins. in 8M urea (deionized)
containing 0.1\ XCFF.
II.12.3 5DS PrQtein Gels
20x20 cm x 1 mm
Lower Gel Euffer: 1.5 M TRIS-HCl pH 8.8 contained 0.4\ SOS
Upper Gel Buffer: 0.5 M TRIS-HCl pH 6.8 contain~d 0.4\ SOS.
beryl-Sis 29.2-0.8\ w/w i.e.100g-2.74g made up to 343ml.
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Lower Gel Hpper Gel
14 ml Acryl/bis 1.5 ml
10.5 r:ll appropriate buffer 2.5 r:l1
17.5 ml water 6.0 ml
252 tul 10\ APS 30 pl
33 pI TEMEO 10 fll
The mixture was degassed prior to the addition of TEMED.
2x Sample Buffer
25\ Upper Gel Buffer, 20\ glycerol, 4.6% SOS, 10\ beta-mercap-
toethanol (added just prior to use), and a sprinkling of BPB.
Sample Dilution Buffer with Inhibitors
(for protease-containing samples)
1 vol 2x Sample Buffer, 1/5 vol PMSF (sat. solution in EtOH),
1/5 vol 1\ EOTA (in water). Made up to 2 vols with water.
spS Euffer (Running Buffer) (1L)
0.025 ~ TRIS 3 g, 0.192 ~ glycine (pH8.3) 15 g, 0.1\ SOS 19
Molecylar Weight Standards (Pharmacia): p~osphorYlase b, 94kdal;
BSA, 83kdal; ovalbumin, 43kdal; carbonic anhydrase, 30kdal; soy-
bean trypsin inhibitor, 20.1kdal;' alpha-lactalbumin, 14.4kdal.
Subtilisin Markers: 1 mgml-1 in Sample Dilution Buffer.
Applied 1-20 pl.
Gel Preparation
A 3 ml plug of lower gel mixture was poured, after addition of extra
TEMED and APS. The Lower Gel was poured to within 4 cm of the top,
and overlaid with water. Once it had polymerized, the water was removed
and the Upper Gel, in which the canb was inserted, was cast. The gel
was run at 150 V (c. 20 rnA) while the BPB dye rrovedthrough the Upper
(stacking) Gel, thereafter at 250-300 V until the BPB dye reached
the bottan.
Staining of SOS Gels
Brilliant Cocmassie Blue R at 200 mg/l in 7.5% acetic acid, 50% EtOH,
was used. Gels were stained for 1 h, then destained overnight in 7.5%
acetic acid. After photography, the gels were transferred to filter
paper (Whatman/Chr) and dried down.
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II.12.4 Preparation of Samples for SOSvels
From Bacillus spp.
Culture Supernatants
20 ml L Broth overnight cultures were used. The A450 was read, and
a volume normalized for cell density differences was taken fran each
sample (c. 10 mls). The cells were harvested at 7k rpm for 10 mins,
and 1/10 vol. ice-cold 50% '!CA added to the supernatant, which was
set on ice for 1 h. The proteins were collected by centrifugation
at 10k rpm for 20 mins., and the pellets drained well. 10 pI ION NaOH
and 50-100 pI 2x SampleBuffer were added. If the sample turned yellow,
5 pI ll::1.. TRIS pH8 was added. Inhibitors were added if proteases were
present, and the volume was made up (see II .12.3, Sample & Dilution
Buffers, as appropriate).
From E. coli Cells
Cells equivalent to 0.25 A450 units were resuspended in 20 pI
1x sample buffer and applied to one slot.
All samples wereboiled for 3 minutes prior to application to gel.I
samples wereused a second time, they were reboiled.
II.13 Western Blot
Transfer of Proteins from 50S Gel to Filter
0.1, 0.2 or 0.45 micron nitrocellulose filters (Schleicher &
Schull), and a Biorad Transblot apparatus were used, and run
at 25-30 V (100-150 rnA) overniqht. A control strip of filter
was stained with Amido Black to check transfer, and visualize
marker bands.
All steps at room temperature unless otherwise stated.
ELISA Procedure
Filters were incubated with 200 mls Blocking Buffer,for 2 mins. with
gentle agitation, then with 50mls WashingBuffet containing the speci-
fic antiserum in different concentrations: 1000-10000xdilutions were
incubated overnight: 300-3000x dilutions for 1-4 h. 100 pI PMSFfran
a saturated EtOHsolution, and 100 pI 1%EDTA were added. The filters
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were washed 3x in 100 ml Washing Buffer (10 mins./wash) with gentle
agitation. They were incubated for 2 h with 50mls Washing Buffer and
the 20 antiserum-peroxidase (Oako), then washed 3x as before. One
10 minute wash in 100 ml acetate Staining Buffer, was followed by
a 5 minute incubation with freshly made Peroxidase Substrate Solution
with gentle agitation. The filters were washed several times in
. H20, for 10 mins. at a time, then washed once in 50mM Na2S205' for 5
mins. The filters were finally dried at roan temperature, and photogra-
phed.
solutions for Western Blotting
Transfer !;llf;er (pH 8.4) (3L):25 ~ Tris 9.08 s , 192 ~ glycine
43.2 g, methanol 600 rol, SOS 0.1\ 30 ml 10\ stock.
~lashing buffer (pH 10.2) (5L) : 50.mr:t.Tris 30.3 <;, 1SO mM sodi-
um chloride 43.8 q, 5 mM sodium azide 1.6 <;, 0.05\ Tween 20.
Blocking Buffer (pH 10.2)(1L): 2\ (w/v) Tween 20 20 9 (Merck art.
822184), Washing Buffer ad 1000 ml.
Staining Buffer (pHS.5) (1L) : 50~ sodium acetate 6.8 q,
glacial acetic acid 1.75 ml, water ad 1000 ml.
Peroxidase Substrate Solution
1\ (w/v) 3-amino-9-ethyl carbazole in acetone (Sigma no.A-5754)
(freshly made),50 mM sodium acetate buffer, pH 5.0 SO ml, 30\
(w Iv) H202 2.5pl
In spite of some precipitation no filterin<;was necessary.
Na~~2Q5 O.95g/100ml
Amjdo Black Staining solution: 0.5 \ (w/v) Amido Black 5 g,
methanol 450 ml, water 450 ml, glacial acetic acid 100 ml.
Destaining solution : as above without Amido Black.
II.14.1 PNA Segupncing (Maxam & Gilbert (1977»
A modification of the original procedure (Michael Berman NCI-
Frederick Cancer Resarch Facility, Maryland ), was used.
solutions
5 M NaCl
Cqrrier PNA: 10 mg/ml Calf thymus DNA (Sigma)
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DMS PPt: 3 M NH4-acetate, 0.1 H Mg~acetate, 100 pg/ml carrier
DNA, 25 ~ beta-mercaptoethanol
Pyridinium-formate (Pyr-For): (10 ml)
1 M formic acid (0.45 ml 8S\ formic acid adjusted to pH2 with
a few drops of piperidine)
NH4 rPt: 2 K NH -acetate
4DMS Buffer: 50 ~ Na-cacodylate-NaOH pH8, 10 ~ MgCl2, 0.1 mM
EDTA pHS.
Hydrazine PPt: 2 M -1NH4-acetate, 20 pg/ml carrier DNA.
Chemicals (all to be used with caution)
Piperidine (10 ~ stock),diluted 10x just prior to use;
dine was added to water.
Hydrazine 95-98\ (WAS INACTIVATED WITH 2M FeCl
3
)
Di"","'hy1su1 fat..,.(OMS )(tVAS INACTIVATED WITH Sri NaOH)
piperi-
SEQQENCING PROTOCOL shown on the next page was followed.
drawn-out Pasteur pipettes/
dry ice - ethanol bath (-700 C),
and 90° C, 300 C water baths were required,
and tubes were marked with alcohol-resistant ink.
In the work scheme shown on the next page, " I " signifies
"minutes".
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REACTION A':'.G G C&T C
DNA 10 10 10 5
carrier DNA 1 1 1 1
water 9 - 10 -
5M NaCl - - - 15
DMS Buffer - 200 - -
Pyrfor 2
30oC/30'
Hydrazine 30 30
20oC/8' 20oC/8 i_, !
HYD.PPt 200 200
EtOH 800 800
-70oC/5'
Spin
DMS 1 II
~OoC:/4·'·.' . I
NH4PPT 200 200
I
EtOH 700 700
-70oC/5'
Spin
50
,
DMS PPT
EtOH 800
-70oC/5'
Spin
NH4 PPT 200
EtOH 800
-70oC/EtOH
Spin
A&G G C&T C
After the last centrifugation, all samples
without
were treated
with 1
same
rnl
way. They
70% EtOH,
were rinsed resuspensionin the
was
with
added, and samples
of glass
spun briefly, and the supernatant
a drawn-out pipette. Pellets were
of l~ piperidine (i.e. lax diluted)
incubated at 90 °c for 30 mins.,
clamped over the tubes' lids to
carefully removed with
lyophilized, then 60 pl.
a plate
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prevent them opening. Thereafter the samples were frozen
in a dryice/EtOH bath and lyophilized, which process took
approx. 1 h. The samples were dissolved in 100 ,1 H20
before freezing and drying as above. The pellets were
resuspended as described in 11.12.2 so that at least 15
cps in at most 2 pI could be loaded for all reactions,
excepting 7.5 cps for the C reaction.
~: Whenthe first 10 bases were not required to be read, EtOH
precipitatiam was carried out immediately after the piperidine incubation
as follows: 0.5 p1 carrier DNA, 9 pl 51:1NaCl, and 450 pl EtOH
were added, the samples frozen at -80 0C for 5 mins., and DNA spun
down and dried. The samples were run on appropriate denaturing gels.
II.14.2 Sanger Method in M13
A procedure adapted from Messing et al (1981) & Sanger et al
(1977), was used.
Ml3 Host Strain: JMlOl (see Table 4).
This host was maintained on minimal plates to ensure that the episare
was not lost. Cells were always grown fram a single colony.
Media:(1L)
YT Bactotryptone 8 gj Bacto Yeast Extr 5 gj NaCl 5 9
2xYT: Bactotryptone 16 gj Bacto Yeast Extr 10 gj NaCl 5 g
II. 14.2 .1Mini-Prep. for Double-Stranded Replicative Form
The following were grown overnight at 3-pC with shaking :
a blue plaque of JMIOI infected with the desired Ml3 vector which
has been grown on Xgal-1P'It; plates (see below), and picked into 2
mls 2x YT, and 10 mls 2xYT inoculated with a Single colony of JMlOl
Add 100 pI of the former, and 1 ml of the latter to 100 mls YT. Harvest
the cells after 3 h incubation at 370C with vigorous aeration, and
proceed as for plasmid preparation (11.3.2.3).
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Clonina into M'3 Vectors: As standard procedures.
Transformation into JM101
20 mls YT was inoculated with a single colony of JMlOl, and gro.vn
5-6 h at 370C, until the A450 was about 0.3. The cells were harvested,
resuspended in 10 rnls cold 50 1tt:1 CaC12, and left on ice for 20 mins.
before resuspension in 2 rnls CaC12• To the dregs of the culture that
was used for canpetent cells, 2 mls YTwas added, and the cells incubated
at 370C during the transformation to provide a lawn upon . plating
out. The ligation mixture , preferably in several aliquots, was added
to 200 pI aliquots of canpetent cells, and incubated on ice for 40
mins. 'lhe cells were then heat shocked for 2 mins. at 420C. During
the shock, the following reagents were mixed in the given order: 3
mls YT soft agar at 420C (per plating), 30 pI Xgal (stock 20 mg/rnl
in dimethylformamide), 20 pI IP'I'G (stock 24 mg/ml in water), 200 pI
of exponentially growing cells. This combination was added to the
shocked cells and plated out on YT. The plates were incubated overnight
at 37 CC. Colourless plaques indicated the incorporation of DNAinto
the clOning site.
II.14.2.2 Preparation of Single-Stranded DNATemplate
20 pI of a saturated overnight culture of JMlOl was added to 25 mls
of 2xYT, and dispensed into 1 ml aliquots . Individual plaques were
picked into 1 rnl broth, and shaken at 370C for 5-6 h. At the end of
this tiIre, the cells had gro.vn to high density. They were poured into
Eppenoorf tubes (tt) , and spun 5 mins , Approx. 0•8 ml was decanted
into a fresh tt. Sterile glycerol was added to the pellets, and the
suspensions kept at -200C to provide 'phage stocks. 200 f-l of 2.5M
NaCl/20%PEG 6000 was added to the supernatants, Which were incubated
at roan temperature for 15 mins. before being spun (5 mins.). The
supernatants were poured off, and the tts spun briefly to collect
droplets of PEG.All remaining PEGwas aspirated with drawn-out pipettes.
The pellets were usually clearly visible at this stage.
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100 pI TE and 10 pI 31:1sodium acetate were added, as well as an equal
volume of saturated phenol. The sarrples were vortexed for 10 secs.,
left 5 mins. at room temperature, then vortexed again for a full minute.
After spinning to separate the phases, the aqueous phase was re-extrac~
ted with phenol, then extracted 3 times with ether. EtOH was added
to precipitate DNA.The sarrples were quick-frozen, spun, and the pellets
rinsed with 70% EtOH before drying. The DNAwas resuspended in 50
f TE. 5 pl was run on a minigel, anitting XCFFdye fran, the .loading
buffer. The ssDNA bands were very intense to the eye, at about the
position of XCFF dye that was run in a marker track, when the gel
was visualized under W light after EtBr staining. It was essential
to check that ssDNAhad survived the isolation procedure in this way.
The ssDNAwas stored at -20 0C. Whenever a particular fragrrent was
cloned, ssDNA was always prepared fram several colourless plaques
as well as a few blue ones, and put through a"T-screen."
ssDNA concn:? as made up in standard way. Primer at 2 nqlpl.
Preparation of Annealed Clones: (viz. hybridization of primer to
ss DNA)was performed as described b~lovi by mi.xinq
in a 400 pI tt: S pI ssDNA, 1pI Hi~+ DTT, 2 pl primer, 2 pI
water.*Hin was as follows: O. 1 ~ Tris pH 7.4, 0.1 R MgC12, 0.5 H..
NaCl. lpl of 0.1 !:1 IJIT was added to 9 pl Hin irrmediately prior to use.
The sarrples were boiled 5 rnins. and the cloned allowed to care to
room temperature gradually. 2 pl of such hybridized clones was used
for each reaction.
~: New clones were usually "T-screened" by performing just the
T reaction.
The Dideoxy Reactions:
For each base reaction the following was used
1-5 pCi of a_.J~p dATP (Specific activity 400 Ci/mmol).
1 pl dNTP' solution (deoxy NTPs)
1 pl ddNTP solution (dideoxy NTP)
0.2 pl Kleno\-l enzyme (0. STJltl)
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'!he cNrP' mixes were prepared as follONS:.
dl'TP' dCTP'
0.5.mM dTIP 1 20
C.5~ dCTP 20 1
O. 5~ dGTF 20 20
50 ~ Tris,1~ EDTA pHS 5 5
dGTP'
20
20
1
5
dATP'
20 microlitres
20
20
5
0.5.mMdATP in 5 Irl:1TIUS, 0.1!!!:1 ED'rA was made for the "chase".
Preparation of ddNTP solutions: The optimal concentration was
determined for each new batch of ddNl'Ps and enzyme. The op-
timal concentrations, were near the top of the following range:
ddTTP 0.5-2.5~; ddCTP, ddGTP 0.3-0.7mM; ddATP 0.1-1mM.
Having optimised the concentratiOl'lS of the ddNTPs, stocks were
made of "A mix", "T mix", etc., by mixing equal volumes of
the dNTP' and ddNTP mixes. This was dispensed into 10 p.l
aliquots and kept at 20°c. Unnecessary freezing and thawing of ddNTP
stocks was avoided.
The Dideoxy Reactions:
1-5 rl of ~_3~ P dATP x the no. of reactions, 2 pl of "A mix" x the
no. of reactions, and 0.2 pl of KlenON x the no. of reactions, were
added to a tube marked "A".
were mixed together well, and kept on
sarre procedure was carried out for G,T,
The reagents
ice. Using Gilson tips, the
and C. The hybridized clones
(2pl) were dispensed into tubes marked with the name of the clone
and A,G,T or C.
At t=O', 2 pl 32p/dNTP'/ddNTP/KlenONmix was added to 2 pI of hybridiz-
ed clone. It was mixed, and incubated for 15 mins. at roan temperature.
At t=lS mins. 1 pl of 0.5 !!t1 dATP was added to each tube, mixed in,
and incubation continued for 15 mins. (the "chase").
At t=30 mins. 4 pl of fonnamide mix (0.03% XCFF,BPB; 20 !!tl ED'I'Ain
eeionized fonnamide) was added, and the sarrples boiled for 2 mins.
2 pl was applied to sequencing gels (II.12.2) •
• 1.15 Ouchterlony Double Diffusion Plates
The following method was applied:
Buffer: O.1M potassium phosphate (pHS), 41.3ml KH2Po4 13.6g/t,
58.7 ml K2HP04 17.4 g/t.
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~: 1 9 agarose,5 ml glycerol, 95 ml Buffer.
The mixture was boiled, cooled, and poured onto clean, ethanol-rinsed
glass plates. Wells 4 nm in diameter were punched.
Diffusion: After the sarrples had been applied to the wells, diffusion
in a damp chamber for 24-48 h at roam temperature was allowed.
Pressing, Washing and Drying: The plates were pressed as follows to
removenon-precipitated proteins and achieve a low background.
The plate was placed on filter paper, and distilled water poured on
so that all the wells were filled. Approx. 5 layers of filter paper
were placed on the gel, followed by a glass plate which was weighted
down.After 5 mins., the upper filters were replaced and the washing
and pressing repeated. The gel was washed in O. ~ NaCl for 15 mins.,
then pressed for 10 mins as above. This washing and pressing was
repeated 2-3 times. Finally, the plate was placed in distilled water
for 15 mins., and dried in a stream of hot air.
Staining:
Stain Solution: Coamassie Brilliant Blue R 250 5 g, ethanol 96%, glacial
acetic acid 100 ml, distilled water 450 ml. The reagents were mixed
overnight, then filtered.
The gels were stained for 5 mins., then destained 3x 10 mins. with
Destain Solution, which is as Stain SOlution, but with the anission
of Coamassie Blue. The aestained plates were dried in a stream of
hot air.
Samples:
IS pI of antibody preparation, or protease-containing supernatants
(which had been spun twice), and diluted in buffer, when necessary.
Supernatants were treated with PMSF (2.5 pl of 1\ PMSF in iso-
propanol per 100?l supernatant) prior to dilution in buffer.
Positive controls: 0.1\ (1mgml-1)" Alcalase" or sUbtilisin Novo.
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II.16 Removal of 5'-Phosphate with Calf Intestinal Alkaline
PhosDhatase (CIP) (Boehringer).
was perforrredas follows: DNA, 0.5 p1 eIP (10 units), 50 p.1 50 mM
TRIS pH8, lmM EDTA, were incubatedfor 1 h at 370 e in a finai
volume of 100 pl. The DNA was then extractedwith phenol, and recovered
by precipitation.
II 17 PNA Extraction from Gels
1) DNA fragments were el~ctrophoresed into DEAE-paper (Schlei-
cher & Schull NA 45).
2) Papercarryingthe fragmentwas rinsed briefly with cold H20.
3) The paperwas incubated in 400 pI 1.5 M NaCI-TE at 6soC for
30 mins.
4) The buffer was then phenol-extracted, CHC13 extracted and
DNA precipitated with EtOH.
II.18 CDNA Synthesis (One Strand)
Single-stranded cDNA was synthesized on RNA, using a synthetic
oligomeric primer, b~'the following method (Esper Boel ).'
4x First Strand Buffer: 20 pI 1M Tris':"HCI,pH7.5~ 28 pI 2,HKCl;
4 pI 1M.M9C12: 2 plO. 2~ OTT: 10 pI each dCTP, dGTP 20mM;
DEP-water to 0.1ml.
Approx. 30 pg RNA was added to 50 pmol kinased oligomer. 5 pI 50
mM EOTA was added, and volume made up to 18 pI with DEp-water.
The mixture was incubated at 75°C for 3 mins., then put on ice.
2.5 pI RNasin, 12.5 pI 4x First Strand Buffer, 2.5 pI each 10~
dATP and dTTP, and 3 pI Reverse Transcriptase were added, with
water to 48 pl.The mixture was incubated for 1h at 42oC. The
reaction was stopped by the addition of 2 pI 250 mM EOTA, and
50 fl TE. The mixture was phenol extracted once, then chloroform
extracted once. 100pl 4~ NH4-acetate and 500 pI EtOH were ad-
ded. After 15 mins. in a dry ice/EtOH bath, followed by 10 mins.
at room temperature, the nucleic acids wel~ peIIeted, and the
pellet lyophilysed.
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-Chapter III: Cloning and Characterization of the Gene for
Subtilisin Carlsberg
III.1 Cloning Strategy
For the reasons set out below it was decided to use an approach
that did not rely on expression for detection of the cloned
gene:
(A) E. coli was chosen as the cloning host, and
(B) the aim was to clone only a part of the gene at a time, in
the first instance, screening clones with oligomeric hybridiza-
tion probes. Overlapping clone(s) would then be isolated in a
second stage to give all the desired sequences.
(A) The following considerations were taken into account regar-
ding the choice of E. coli as the cloning host:
B. subtilis is not an ideal host for "shotgun cloning" ..It is
clear from the work of Trautner and Dubnau that in the absence
of appreciable homology either with the chromosome (Canosi et
aI, 1981), or with an already resident plasmid ("Plasmid Rescue
System", Contente and Dubnau 1979; Gryczan et aI, 1980), only
multimers of incoming plasmids are active in transformation of
competent Br subtilis cells (Canosi et aI, 1978). Monomers are
completely inactive (Mattes et aI, 1979).
Although this is not the case in the protoplast transformation
system (Mattes et aI, 1979; de Vas and Venema, 1981), where mo-
nomeric species ~ able to transform, the procedure is cumber-
some and in our hands had given equivocal results.
Furthermore, as was clear from the Introduction (Chapter Il,
well-characterized protease-deficient mutant B. subtilis clo-
ning hosts were lacking.
Most available mutants of Bacillus with altered protease pro-
duction were pleiotropic, leading to deficiencies in the pro-
duction of other exoenzymes as well. The mutations involved pro-
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bably lie at loci other than the protease-coding sequences.
The likelihood of detecting a clone bas~d on increased exopro-
tease activity in such a host was thought to be uncertain, a3
a factor necessary, either for expression, or export, might
have been affected. Conversely, if increased activity were cb-
tained in a cloning attempt, it could well be due to the clo-
ning of one of the many regulatory loci. While such clones
would be very interesting to examine, they would complicate
analysis of results our experiments, where the primary goal
was to clone the extracellular serine protease gene.
We were not confident of being able to detect increased exopro-
tease activity resulting from the presence of the cloned subti-
lisin gene in a wild-type B. subtilis host as i) the endogenous
protease background is high, ii) the cloned gene, being present
in several copies might titrate out positive trans-acting regu-
latory factors required for activity and iii) may well require
species-specific factors for expression, as it would be derived
from B. licheniformis.
B) Regarding the use of oligomeric probes:
Bruce Wallace had shown that in hybridization of a mixture of
short oligomers to DNA the temperature conditions can be chosen
so that hybridization of an oligomer with perfect homology to
the DNA can be distinguished from less specific annealing. Only
a single base mismatch leads to a significant decrease in the
thermal stability of the hybrid (. Wallace et aI, 1979).
The use of such a mixture ~f oligomeric probes in order to i-
dentify subtilisin-specific fragments was open to u~as the
amino acid sequence of subtilisin Carlsberg was available.
Thus possible coding sequences could be deduced, and a suita-
ble region chosen on which to base the sequence of the oligo-
meric probes to be synthesized. This region would ideally of-
fer a relatively low number of coding combinations, and cover
a stretch unique in, and specific to, the Carlsberg subtilisin
enzyme.
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The rationale for deciding to clone only part of the gene at a
time is as f6llows:
Many Bacillus genes are phenotypically expressed in E. coli
(Chi et aI, 1978), though the reverse is seldom true (Goldfarb
et al, 1981; I. 3 Se I.7) .
It was therefore decided to clone a specific fragment that was
shorter than that one could expect to carry the entire coding
sequence (as estimated from the exoenzyme sequence and what was
known of Bacillus signal sequences). In this way one could ob-
viate possibly lethal over-expression of protease in the E. co-
li cloning host .
The primary translation product of most secreted proteins has
an N-terminal extension (signal sequence) that is usually clea-
ved off during the secretory process (Silhavy et al 1983; 1.9.1).
Many degradative enzymes such as proteases, are synthesized in
the form of an inactive "zymogen" precursor that mu~t be proces-
sed to yield the active molecule (Neurath 1984; 1.8). Although
we did n6t know at the time whether this also held true for the
Bacillus exoproteases, if phenotypic expression of a cloned exo-
protease gene in an E. coli host were achieved, it was not cer-
tain whether the resulting protein would, or could, be transpor-
ted from the cytoplasm by the host secretory machinery. We rea-
soned that a heterologous protease trapped in the cytoplasm or
periplasm, and possibly in an active form, was unlikely to be
beneficial to the hos~ and might well be lethal.
As will be described and discussed below, some of this circum-
spection was unjustified, but in the particular case of the
subtilisin Carlsberg gene, the cloning strategy has indeed been
vindicated.
Several groups have, since this work was begun, successfully
shotgun-cloned, and directly detected cloned exoprotease genes
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in Bacillus wild-type hosts, by virtue of exoprotease overpro-
duction. Using "plasmid rescue" and protoplast transformation
systems respectively, the subtilisin and neutral protease genes
of B. amyloliquefaciens (Vasant.ha et.a1, 1934) and the neutral
protease gene of an unidentified BacilJ us species were cLor.ed
(Corfield et.aL, 1984).
Low protease-producing nitrosoguanidine-generated Bacillus mu-
tants were however needed for the cloning of t.he B. subtilis
subtilisin (Stahl and Ferrari, 1984) and thermostable neutral
protease of B. stearothermophilus (Fujii et al, 1983).
An indirect approach based on cloning of specific fragments in
E. coli prior to transferring the clone to B. subtilis for ex-
pression was used to clone the B. subtilis subtilisin (t.his the-
sis) and neutral protease (Yang et aI, 1984).
The strategy outlined above for the B. lichenifQrmis gene was
successful in so far as overlapping E. coli clones yielded the
entire coding sequence (this thesis). As is described below,
only weak expression was achieved in B. subtilis, unless ano-
ther promoter was provided. To my knowledge, no group seeking
this gene by screening for activity in B. subtilis has been
successful, despite intensive efforts in many laboratories. My
own attempts to clone this gene in B. subtilis have so far
yielde~ only defective cloned genes. To date there are no pub-
lished reports of the cloning of this gene other than that re-
sulting from this project (Appendix 1). Personally communicated
reports of the cloning of the gene have been made by two other
groups (Genentech,Gist-Brocades). In both instances, this was
achieved only after many fruitless attempts. In the one case,
a small segment of the gene was synthesized instead of cloned.
Possible reasons for the difficulties experienced, as well as
other approaches that could give t.he desired results are dis-
cussed.
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I11.2 Selection of a Strain that Secretes Subtilisin Carlsberg
As discussed in Chapter I, there has been some confusion re-
garding the classification of subtilisin secretors. Accordingly,
before cloning work was commenced, the secreted proteas~s of se-
veral strains of B. r.ubtilis and B. lichenifQrmi;-:were tested
immunologically.
Anti-Carlsberg serum was kindly provided by Novo Industri A/S.
It is an antiserum raised against the major component of the
commercial preparation "Alcalase".
Figure 4 represents an immune double diffusion (performed as
described in 11.15) illustrating the strong cross-reaction of
the stationary phase supernatant of one B. licheniformis strain,
MFJ29 (well 5) with the antiserum, and the immunological iden-
tity of the cross-reactant with Alcalase (well 4). A B. subti-
lis subtilisin overproducer, MFJ 135 (well 2), on the other
hand, shows no trace of cross-reaction.
This chapter describes the cloning of the subtilisin gene of
MFJ29.
III.3 Cloning a Portion of the Coding Sequence
III.3.1 Synthesis of Oligomeric Probes
An oligomer of 14 bases had been shown to be the shortest that
would bind reliably to the complementary sequence, even allow-
ing for one mismatch ( Wallace et al, 1979, 1981).
Using the published subtilisin Carlsberg amino acid sequence
(Smith et aI, 1968), all possible coding sequences were gen-
erated by computer. Accordingly, the coding sequence was
searched for a 14-base stretch for which fewest possible per-
mutations exist. The region arrived at, viz. residues 133-137,
not unexpectedly, encoded a Methionine residue. Sixteen 14-mers
were synthesized pairwise, as shown in Figure Sa, and the TO of
the expected hybrids was estimated according to the rule
(40C x no. of GC pairs) + (20C x no. of AT pairs).
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FIGURE 4: IMMUNODIFFUSION OF CULTURE SUPERNATANTS
AND ANTI-SUBTILISIN
Samples were 4 day BP-X culture supernatants. The
Ouchterlony plates were prepared as described in
Materials and Methods.
(A) central well: anti-Carlsberg serum diluted 1:4
well 1: Alcalase, 2: MFJ135, 3: MFJ198, 4: Alca-
lase, 5: MFJ29 diluted 1:2, 6: MFJ213 diluted 1:4.
1
6
5 .
4
2
3
(B) central well: anti-Carlsberg diluted 1:4
well 7: Alcalase, 8: MFJ210, 9: MFJ135, 10: MFJ
246, 11: MFJ213, 12: MFJ246
7
12 8
(C) central well: anti-NOVO serum diluted 2:3
well 13: subtilisin NOVO, 14: MFJ157, 15: subti-
lisin NOVO, 16: MFJ93, 17: subtilisin NOVO, 18:
MFJ135 diluted 1:2, 19: subtilisin NOVO, 20: MFJ157
21 to 24: doubling dilutions of MFJ157 sample
11 9
10
13 18
14 M18
15 I17 ~16 22
\
FIG. 5: CHR01-10S0HAL RESTRICTION MAPPING WITH OLIGOMERIC PROBES
(a) Oligomeric Probes
Ala Met Ly. Gln Ala '::D
codon no. 133 134 135 136 137 (oC'
1 GCC ATG AA~ C...... GC 4244
2 GCA ATG AA~ CM GC 4042
!: 3 GC'!' A'l'G AA~ CM GC 40.. 42
Do
GCG ATG M~ CM GC 42.. 4
§ 44
5 GCC ATG M~ CAG GC 44~ 46
'0
GCA ATG M~ CAG GC 426 44, GC'!' ATG M~ CAG GC 42
44
8 GCG A'l'G M~ CAG GC 4446
(b) Results of Chromosomal Restriction Mapping
R•• ~r1.et1on rr&9ment
enzy.e .1.z. (kb,
l\ml)I very
Bamlll larq.
WI
ffi~
b~I 5.0
EeoRI 3.7liCiI 2.4
llidIII 1.,
liuII I 0.'
~e2RI 1.,
Neil 1.05
~.CI 1.0
I!!1>dIII I Dd,I 0.95!!MItI 0.8
l\!1!J:II 0.7S
Bell 0.65
tc:i>RII 0.45
The ~~~dIII traqment wa. not cut by the reaa1n1n9 enzywe.
91ving very larq. fra9M:ntl on their own or by E~.oRV, $__1,
AnI, .ti&a.l, ~. .-
(c) Preliminary Restriction Map of Subtilisin Region
... ...MH ... ... ...... ... ......... ... ... ... ...... ... .., '" '" ............... 1-4 .., '"~I~I ~I ~I~I~I~~~~I ~I ~I-1,/1 1 I I" I II I I I I
I « II
H-<
400 bp il
* probe target site
111.3.2 Chromosomal Mapping
111.3.2.1 Finding the Corr~ct Hybridization Conditions'
The oligomers were kinased (as described in II.7.3), and used to
probe restriction digests of'MFJ29 chromosomal DNA (pre~ared as
described in II.3.1.2) by Southern blotting (as described in
11.8.1).
Duplicate strips were hybridized to probe and washed at tempe-
rature intervals of Soc, over the range 30°C to 500 C. At
400C only 1 band was seen in each track after autoradiography.
This hybridization was abolished at 4SoC, and higher tempera-
tures. 42°C was found to give the most satisfactory results.
By hybridization with individual pairs of probes, pair no.8 was
identified as being responsible for the specific hybridization,
and was used thereafter.
III.3.2.2 Preliminary Chromosomal Map
Using the probe, the area around the target hybridization site
was mapped as shown in Figure 5 b&c. Once the proximity of the
Hin9II1 and EeoRI sites had been established, other enzymes
which shortened the specific Hind,III fragment were sought. Com-
puter predictions from all the possible coding sequences revea-
led only one possible XmnI site, and its distance from possible
EcoRI and Hin9II1 site~ was consistent with the map ob t.e.Lned .
The same applied to the distance from EeoRI to BclI (Figure 5c).
The shortest subtilisin fragment that could be expected to be
expressed and encode an active product was of the order of 1 kb
long (structural gene = 274 codons + anticipated signal sequence
of c.30 codons plus regulatory sequences of c.100 bp). In ac-
cordance with the rationale set out in III.1, it was decided to
clone the HindIII-HaeII1 0.9 kb fragment (Figure 5).
III.3.3 Cloning the HindII1-HaeII1 0.9 kb Fragment
About 100P9 MFJ29 chromosomal DNA was size-fractionated on a;-
arose gels aft.er HindIII digestion. The recovered DNA of e.2 kb
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(isolated as described in II. 17) was digest.ea with ~II!, and
again fractionated in the same way. The ·estimated yield of frag-
~ents in the "0.9 kb" fraction was less than 1 pg.
These were ligated with vector pAT153, a high copy derivative
of pBR322 (it lacks a ~II fragment between 1647 and 2352 bp),
which had been cut with aliI and HiD.dIII. The .aa.lI recognition
site includes that for ~III. Competent cells of MFJ28 (II.4.6)
were transformed, and the resulting 92 ApR colonies were
screened by colony hybridization (II.8.2), using probe pair no.
8. Figure 6 shows an autoradiograph of a Southern blot (II.S.1)
of plasmid extracted from the 2 positive clones identified in
this way. The closed circular plasmid DNA was efficiently trans-
ferred to the filter by irradiating the gel prior to denatura-
tion under UV lamps (254 nm) for 20 mins.
III,3.3.1 Rp~trictiqn Analysis of Prqbe-Pgsitiye C'poes
From the known sequence of vector pAT153, the size of its ~!!I
digestion fragments was deduced. There are 5 ranging from 267
to 587 bp, in addition to others too small to visualize on aga-
rose gels. The cloned Hi.n.dIII-~!II subtilisin fragment should
appear intact at about 900 bp in a ~III digest, where the pro-
ximal HaeI!I end is provided by that at 4344 bp in the pBR322 se-
quence.
Comparison of RaeIII digests of pAT1S3 and the clones confirmed
this expectation.
The 2 probe-positive clonez were identical except that one had,
in addition, an extra cloned ~III fragment of approx.1 kb,
and it was not examined further.
Th~ other plasmid, pMJ1, was analysed with reference to the
chromosomal restriction map (Figure Sc), with enzymes for which
sites are found in the appropriate area, and with those for
which sites do not occur. For cleavage with Ecl!, the plazmid
was transferred to a ~- strain, MFJ92. A number of other en-
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FIGURE 6
Autoradiograph of Southern blot of plasmid
DNA extracted from colonies hybridising to
subtilisin-specific 14-mer probe.
Marker
Position
."-HindIII 1 2 3 4 5 6 7
kb
23.1
9.4 _
6.6 _
4.4 _.
2.3
2.0 -
lanes 2,3,4,6: DNA from negative clones
picked at random.
lane 1: DNA from clone containing pMJ1.
lane 5: DNA from second positive clone.
lane 7: MFJ29 chromosomal DNA, HindIII
digest.
zymes for which computer predictions suggested only one possi-
ble site in the coding sequence were al~o tested on pMJ1. A
few digests are shown in Fig. 7.
Surprisingly, pMJ1 was linearized neither by HindIII (used in
cloning), nor ClaI, for which a site lies just upstream from
the unique HindIII site on pAT153. The map of pMJ1 arrived at
is shown in Figure 8a. It is entirely consistent with the chro-
mosomal data (Figure 5c), but for the "missing" HindIII site.
III.3.3.2 Confirmation that the Cloned Fragment is Part of
subtilisin Carlsberg Genp bv Secruenr~ Analysio
The EcoRI-BaII fragment of approx. 650 bp was isolated from
pMJ1 and used directly for sequencing . The two 14-mers compri-
sing probe pair no.S (Figure Sa) were synthesized individually,
and used as primers in Sanger sequencing reactions (II.14.2).
They were used at a 20-fold molar excess over the double-stran-
ded template.
with one primer, 5'-GCGATGAAACAGGC-3', a readable sequence of
35 bases was obtained, and was consistent with the coding se-
quence for codons +145 to 155 of the published amino-acid se-
quence of subtilisin Carlsberg (Smith et aI, 1968). Further se-
quencing was thus undertaken (see III.6, Figure 14).
To resolve the question of the "missing" HindIII site, the small
EcoRI fragment, shown at about 12 o'clock in Figure 8, was re-
cloned in M13 (II.14.2) and sequenced by the Sanger method.
The sequence revealed that the subtilisin sequence at the
HindIII site is identical to a nearby vector sequence, such
that a direct tandem 7 bp repeat must have been generated in
the primary ligation product. Figure 8b shows the probable
structure of this recombinant plasmid about the HindIII clo-
ning site, as well as the actual sequence found in pMJ1.
From these two short stretches of sequence, the cloned insert
- 137 -
FIGURE 7: RESTRICTION ANALYSIS OF pMJ1
Restriction digests were analysed on
1.5% agarose gels.
2 3 4 5
bp
1353
603
310
lane 1: 0X174/HaeIII
lane 2 : pMJ1/HaeIII
lane 3 : pMJ1/HaeIII + EcoRI
lane 4: pMJ1/HaeIII + XmnI
lane 5: pMJ1/HaeIII
(a)
(b)
Note:
FIGURE 8
Structural Analysis of oHJ1.
Restriction Map of pMJ1
~ri
pAT153 sequences
~ B. licheniformis DNA
oligomeric probe target site
STOP translation ter~ination codon
R !::coRI
(H) Spoilt vector-insert HindIII
junctl.on
Apart
sites,
from the insert-proximal EcoRI,HaeIII
no vector restriction sites are shown.
Putative Direct Tandem Reneats Leading to
Deletion & Loss of HindIII Cloning Site
from oMJ1
pc •• umed sequence At
~dIII junction bdtween
vector" inaett
III HlndltI aHa IHI
TTTCACAGCTTATAACACC
AlaTyrA.snThc
:aequence found 1n pH,]'
oveclln.d
underllned
ho:t.t.ched ar ••
strWll verticot!
4rro...,.
r.atl'lct.!on .n2Y~ r.coqnltlon e t e ••
dlrect 7bp rap •• t
aubtll1aln aaqu.nc •• , codon nuJfl.b.r in .... cur •• n~ym.e Lnd Lc a c e d
en~y •• cleavag. sit.
could be oriented: The (missing) HindIII site lies in codon
+54, the EcoRI site in +96. It was later established by sequen-
cing 'i:hatthe ~l I site is very near the end of the coding re-
gion in codon +266, as anticipated from computer predictions
(Figure 14).
It was therefore clear that the entire 3' terminus of the gene
had been cloned.
111.4 Cloning a Fragment Overlapping 5' end of Coding
Sequence
111.4.1 Identification of a Suitable Fragment
An ~R1 digest of chromosomal DNA of MFJ29 was probed by Sou-
thern blotting to determine the size of the upstream EcoRI
fragment, using as probes nick-translated pMJ1 (11.7.1) and the
pMJ1/EcoR1 large fragment only (Figure 8a), and comparing the
pattern obtained with each on duplicate blots.
Only one EcoRI band of c.3.7 kb hybridized in each case, where-
as detection of a second was expected, by homology to the 120 bp
of subtilisin sequences (on pMJ1) that lie upstream from the
cloned EcoR1 site (in codon +96) (Figure 8a).
This was interpreted as implying the presence of another chromo-
somal EcoR1 site so close to the one in codon +96, that the re-
sultant fragment could not bind sufficiently well to the fil-
ters, and so escaped detection in blotting experiments. It was
however later established, using a larger upstream probe, that
t.he up- and downstream EcoR1 fragments are of precisely the
same size (not shown).
To find a 5' overlapping fragment of "convenient" size (between
1 and 2 kb), double digests of XID.n.I,whose position relative
to the gene was known (cf. Figures Sc and 8a), and other res-
triction enzymes were analysed by Southern blotting. Enzymes
tested were those which could readily be used for cloning in
available vectors. Single digests served as controls. The enz-
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yme s included BamHI, Sal.I, BgII, Sma I, Ball, PstI, sscr . XbaI,
StuI & EcoRV.
The sites ]ying closest. to the gene were BclI and StuI. These
lie resp . 1.9 and 0.7 kb upstream from EcoRI (codon +96) (see
Figure 11).
BclI thus seemed to be the only site useful for the purpose of
splicing a new overlapping clone to the pMJ1 sequences.
In the first instance, therefore, it was decided to clone the
2.4 kb Bcll fragment: it was large enough to carryall concei-
vable 5' ci~~-acting regulatory sequences, and unlike s..tJ.lI had
"sticky" ends, making ligation and cloning more efficient.
Moreover, subtilisin-specific fragments could be enriched by
size-fractionation prior to cloning, thereby reducing the num-
ber of clones that have to be screened. This is not the case
with the alternative to cloning specific fragments viz. using
partially digested donor fragments. Here one also risks clo-
ning non-contiguous fragments simultaneously.
lIl.4.2 Construction of Cloning Vectors for Bcl! Fragment
Problems associated with the cloning of this fragment might
immediately be anticipated, should expression be possible in
the cloning host.
Only the 8 C-terminal codons of the protein, as well as the
transcriptional, and translational, termination signals are
missing. Should the promoter have powerful activity in the
host, clonal stability might well be compromised by the resul-
ting high level of transcription per se (see 1.10.3.1). More-
over, the translation product (an almost complete subtilisin
molecule), might well have a deleterious proteQlytic activity.
Inspection of the crystal structure (Wright et aI, 1969) shows
that the C-terminal residues occur as a tail well away from the
active sit.:;,If translation should extend beyond the BclI site
in codon + 266 in a plasmid clone, an active protease molecule
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is not inconceivable, provided that the resulting fused "non-
sense" C-terminal tail does not interfere with protein folding.
In an attempt to overcome th8~8 potential difficulties, 2 plas-
mids were constructed, in which a Bel! cloning site, transla-
tional stop codon(s) ~nd a transcriptional terminator were pro-
vided.
The construction scheme is shown in Figllre 9. An intermediate,
pMJ3, was made by incorporation of a synthetic linker KFN 19/20
between the EcoRI and HindII! sites of pBR322. This linker car-
ries a Bell site and an umber codon in all 3 reading frames.
In pMJ19, the transcriptional terminators were provided by the
E. c··) j SS RNA gene fran ptrc160, whose structure is not;shown.
In pMJ7, the cloned subtilisin sequences themselves (from BclI
downstream) were used. It has been established that this short
BclI-HaeIII segment of pMJ1 (Figure 8a) does i.ndeed carry the
transcriptional terminator for the gene (see III.8.3).
These plasmids were utilized in attempts to clone the Bel!.
fragment in MFJ92. None of the colonies which were positive in
colony hybridization, using part of the cloned gene as probe,
contained recombinant plasmid with the desired subtilisin Bcl!
fragment, and were not investigated further.
In experiments carried out by Jan-Ingmar Flock, attempts to
clone the sarne ~I f raqmerrt, or one larger, in pUB110, in a
B. 5ubtilis host were similarly unsuccessful, whether starting
with size-fractionated 20elI DN1>_,or with partial ~JA1 digests.
As in the experiments described above, restriction analysis of
hybridization-positive plasmids did not conform to expectations.
These clones were not analysed further.
Two ether approaches were thus pursued. Since the use of trans-
criptional terminators in E. coli had not proved useful, the
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FIGURE 9
CONSTRUCTION OF CLONING VECTORS FOR THE~e~I FRAGMENT
EeoRI & HindIII
pBR322
pMJ 3
4344 bp
~ri
Ball
PvuII
pMJ3
H.i.n_dIII& PvuII
large fragment
HindIII &
partial XmnI
711 bp
XmnI/
PvuII
XmnI
pMJ 19
3028 bp
KFN 20 3' G ACT A G T A ACT A A C T T eGA S'
Bel I 1/2!i!DdIII
restriction sites overlined (EcoR I), underlined (.D£l. I, Hind III: j
stop codens boxed
hydrogen bonds between the two oligomers indicated by dots
pMJ3 pMJ1
Bell & Ball
large fragment
Bell & Ball
140 bp fragment
pMJ 7
3064 bp
R EcoR I
H lli.od III
.. 3 stop codons, shown boxed in KFN19/20o subtilisin DNA from pMJl
t subtilisin transcriptional terminator
STOP subtilisin translational stop codon
_ E. coli 55 DNA
T1T2 55 RNA gene transcriptional terminators
application of a low copy number plasmid cloning vector was ex-
plored in an effort to minimize unfavourable effects. Cloning
in lambda phage was also attempted. Here host cell survival
after eventual expression of "undesirable" foreign products en-
coded by the clone might not be quite so critical for clonal
propagation, since the host is killed anyway during the "burst".
Results of these 2 approaches are detailed below.
III.4.3 Cloning an Upstream Overlapping Fragment in Lambda
These cloning experiments were carried out by Jan-Ingmar Flock.
After preliminary analysis, potentially interesting clones were
sent to the author for further work.
B. licheniformis MFJ29 partial Sau3A1 fragments of ~ 6 kb were
cloned in the BamHI arms of substitution vector lambda47.1
(Loenen & Brammar, 1980), and recombinants selected for their
ability to grow on P2 lysogen NM364.
Using part of the cloned gene as a probe in plaque hybridiza-
tion, positive clones were analysed.with the enzymes whose lo-
cation relative to the gene had been established viz. Bell,
HingIII, EcoRI and StuI.
Of 18 positive plaques, DNA from only one (II.3.3), lambda s6
(Figure 12), showed a hybridizing ~I fragment of a size id-
entical to that in the chromosomal control digest. Furthermore,
Southern blotting showed also that the hybridizing fragments in
double digests of Bell and EcoRI, or HinnIII, were the same as
controls. However, the hybridization pattern of a Bcll-Stul di-
gestion differed from the chromosomal (not shown).
The 2.4 kb BclI probe-positive band was isolated and cleaved
wit.h EcoRI. The 2 resulting fragments were subcloned in pUB110/
EcoRl-BamBI. The larger "upstream" subclone, pBF827, was seq-
uenced from the EcclRI site (see Figure 13), and yielded useful
results.
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It was clear that there were 3 HindIII sites within a 60 bp
stretch just upstream from EcoRI. The site that had previously
been mapped (Figure 5; in codon +54, and missing in pMJ1) was
the most 3' of them. Further sequencin~, not detailed here, re-
vealed that recognizable subtilisin sequences extended upstream
as far as codon -11. There were a further 15 codons between
these sequences and the lambda BamHI cloning site/Sau3A1 junc-
tion (all in frame). The origin of these sequences is not known.
They were not connected to the subtilisin gene by a Sau3A1 re-
cognition site, and it is therefore fair to conclude that a de-
letion involving B. licheniformis DNA had occurred.
The hybridizing ~I 2.4 kb lambda 56 fragment, though coinci-
dentally of the same size as the B. ljch~niformi5 chromosomal
subtilisin fragment, was in fact a hybrid of lambda and bacter-
ial sequences.This could not have been ascertained simply by
calculation of the sizes of the .B..c.lIfragments expec+ed . There
are several closely-spaced Bcl! sites about the BamHI sites on
lambda that were used to create the cloning site in 47.1. This
'phage differs moreover in many uncharacterized positions from
the lambda reference virus.
Only one clone, lambda s7, had a stuI site in the correct posi-
tion ie. identical to the chromosomal control, relative to the
EcoRI and Bcl! sites.
Lambda s7 was retained for further analysis.
Thus, despite the capacity of lambda 47.1 to incorporate large
fragments (its cloning capacity ranges from 4.7 to 19.6 kb),
on] y one of the 18 positives carried a site (St.u!), which lies
not more than 400 bp upstream from the deduced mature subtili-
sin coding sequences.
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!I!.4.4 Cloning Bel! Fragment on a Plasmid Under Low COPy
Number Conditions
III.4.4.1 B. subtilis System
Although low copy number analogues of some Gram-positive clo-
ning vectors are available ego p900 (Figure 20), in my hands
colony hybridization was not sufficiently sensitive to detect
them in B. pubtilis hosts.
The simple technique utilizing Whatman filters, which was used
for E. coli plasmid hosts (II.8.2) was not applicable to ~
subtilis (not shown).
Nylon filters (II.8.3) gave satisfactory results in a model
system with a "normal" copy number plasmid, but with its low
copy analogue the signal obtained with labeled probe was not
sufficiently strong.
The method described in Maas (1983), which involve~ steaming
the colonies to improve the efficiency of lysis was not useful
in this instance either.
Attention thus focused on E. rnJj hosts once more.
I1.4.4.2 E. coli System
A strain, MFJ55, was made available by W. Tacon. It has an un-
characterized lesion that impairs ColE1-based plasmid replica-
tion, such that < 5 copies per chromosome are produced by plas-
mids such as pAT153, which are normally present at ~any times
that number.
Plasmid pUR222 (Figure 10a) was suggested as cloning vector
(Ruther et aI, 1981). The unique restriction sites about the
aaroHr cloning site located in the polylinker, (~I - Sa11-
BamHI - EcoRI), situated N-terminally in~, would assist.
bot.h isolat.ion and restriction analysis of the cloned insert,
and allow rapid sequencing (Ruther et aI, 1981). As MFJ55 has
the chromosomal deletion laeX? 4 =:;'-:~A"'"'_--(lacIPOZY) one of the-
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FIGURE 10
(a) Structure of Plasmid Expected From~I Cloning
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(b) Structure of pMJ2
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major potential advantages of using a plasmid such as pUR222
viz. the ability to screen directly for recombinants (white
colonies) on X-gal plates in an "a-complementing" host (ll.14.
2.1) could not be exploited.
More pertinently as far as subtilisin cloning is concerned,
the mutant strain lacks the ~ repressor gene, which leaves
the lac promoter on pUR222 constitutively active. Any cloned
gene would come under its control. If ~ transcription through
the subtilisin gene were detrimental, it would make the cloning
of the BclI fragment in only one orientation more likely. MFJ29
Bcll fragments of approx. 2.4 kb were consequently cloned into
pUR222/BamHI, which had been phosphatase-treated (lI.16). There
were an estimated 500 recombinants (50\ recombinants) among the
ApR transformants of MFJ55 that were screened, as judged by
res~riction analysis of plasmid from randomly picked clones.
Total plasmid was extracted from 21 pools of 50 colonies each,
and tested in Southern blotting with nick-translated subtilisin
DNA from pMJ1 as probe. pMJ1 and pUR222 served resp. as positive
and negative hybridization controls. The plasmids were nicked
by UV irradiation of the gel prior to denaturation and transfer,
as described in 1lI.3.3. Only one plasmid was positive. It was
isolated from the pool and called pMJ2.
1lI,4,4,2,1 Structural Analysis of pMJ2
Figure 10a depicts the expecte1 structure of pMJ2: a simple
insertion of the chromosomal 2.4 kb Bcll fragment into the
unique BamH1 cloning site of pUR222.
Figure 10b shows the restriction map of pMJ2, in so far as it
could be ascertained.
with all enzymes tested, the total length of
8.3 kb.
, pMJ2 was c.
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BamHI, SaIlor PstI sites occur uniquely in the cloning poly-
linker of pUR222 (see Figure 10a). It had been established that
these sites do not occur on the desired subtilisin fragment.
Restriction ana!ysis of pMJ2 revealed a minimum of 2 SaIl sites,
2 BamHI sites and 6 PstI and ~RI sites. The complexity of
double digestions with these enzymes, which gave many small
fragments, precluded the deduction of an unambiguous map for
the entire plasmid. It was not possible either to locate the
~ promoter-proximal part of the polylinker.
HingIIr digestion however resulted in only 2 large fragments
of c.3.7 and 4.5 kb. These were isolated individually. By a
combination of restriction analysis, hybridization, and seq-
uencing, the location of the subtilisin gene on the HindIII
fragments was deduced to be as shown in Figure 10b. Note the
cluster of HindIII sites within the gene coding sequence, as
had been establisned from the sequence of lambda s6 (III.4.3).
From the map of pMJ2 it can be seen that if the gene were ex-
pressed, it would form a fusion protein with LacZ, having 52
AAs encoded by the linker and ~ (out of frame), and ending
at an umber codon in codons 54-55 of the ~ sequence (Kalnins
et ai , 1983).
Since there was about 3.3 kb of" extra" DNA in pMJ2, two imme-
diately obvious possible explanations for these sequences sug-
gested themselves: an "Insertion Sequence" (IS) could have
transferred to the Bcll subtilisin insert, or else two Bcll
fragments from the "2.4 kb" size-fraction might have been clo-
ned simultaneously. An attempt was made to obtain some experi-
mental support for either of these possibilities.
III. 4.4.2.2 Does pMJ2 Carry An IS Sequence?
So-called IS sequences, small transposable elements, have long
been observed in E. coli, and have recently also been found in
a Bacillus sp. (Mahillon et aI, 1985). They can have polar pos-
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itive or negative effects on the transcriptional activity of the
sequences they interrupt.
The possibility of IS insertion needs always to be considered
when cloning in E. CQli, especially where activity of the clone
may be detrimental to the cell (Saunders et al, 1984a:' Rood et
al, 1980). In such instances, transcriptional stop signals
within the IS serve to counter the unfavourable activity.
Typically, IS insertion is detected when the same rearrangement
of already well-characterized cloned material is found repeat-
edly upon recloning under circumstances where activity of the
clone is elevated.
The cloning host, MFJ55, carried Tn10, and its right hand re-
peated sequence, ISlQR, is capable of independent transposition
(Roberts et al, 1985). With only one clone (pMJ2) it is rather
difficult to draw more than tentative conclusions from the data.
Arguing against the incorporation of an IS on pMJ2 is the length
of the -extra- DNA: 3.3 kb ~. the 750-1600 bp, typically found
for most IS sequences identified to date (Calos & Miller, 1980;
Kleckner, 1981).
-Composite elements-/transposons on the other hand, where a
non-cryptic gene is bordered by IS sequences, can be of 2-3 kb
eg. Tn~, Tni, TniQ1, which resp. encode enterotoxin, CmR and
KmR (Kleckner, 1981).
pMJ2 was checked for the presence of above-mentioned antibio-
tic-resistance markers, as well as TetR and EmyR and found to
be negative. MFJ55 was first cured of Tn1Q by selecting TetS on
special plates (II.10). An -improved- recipe (Maloy & Nunn,
1981) was tried, but no colonies grew up. On the original Boch-
ner plates, 24 fast-growing colonies were picked after 24h, and
after repurification all proved to be TetS. pMJ2 transformants
of one isolate, MFJ233, did not grow in the presence of Emy,
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Tet, Km or Cm . Enterotoxin production was not checked.
IS insertion is often associated with duplication or deletion
of flanking markers (same refs as above). There is no evidence
for duplication of probe-hybridizing sequences on pMJ2. Certain-
ly the StuI site is unique.
However, as will be described below, some of the other enzymes
that could be used to analyse the subtilisin sequences show
strong site preference and thus give multiple hybridizing bands
of larger size than the minimal fragment.
The inability to map the entire plasmid satisfactorily preclud-
ed a direct comparison of the restriction pattern with those of
characterized IS sequences. Some rearr,angement of sequences on
pMJ2 had undoubtedly occcured (see next section). But whether
this was due to an IS must remain an open question.
It appears that if any E. coli-derived DNA was involved in the
rearrangement, it is no longer on pMJ2. Southern blotting of
DNA from MFJ55 and MF~233 did not reveal detectable homology
to the plasmid.
111.4.4.2.3 Were 2 BclI Fragments Cloned Into the pUR222
BamHI Site? Instability of pMJ2 in dam- Strain
Size-fractionated DNA is always slightly heterogeneous. A frag-
ment of 3.3 kb could well have been in the -2.4 kb- ~I frac-
tion used in cloning pMJ2.
Southern blotting of MFJ29 DNA indeed showed that pMJ2 hybri-
dizes to two BclI fragments: the 2.4kb subtilisin fragment,
and another of c.3kb. This larger band did not appear to be a
partial digestion product as it did not hybridize to the SOObp
~I-HindIII fragment of pMJ2. The plasmid also hybridizes to
additional, smaller fragments in an EcoRI digest, besides the
up- and downstream 3.7kb subtilisin fragments. However, in view
of the subtilisin gene's homology to other related genes, eg.
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ISP-I (Fig. 2), these results are insufficient in themselves to
draw a firm conclusion.
BclI/BamHI junctions are cleaved by neither enzyme. If indeed 2
inserts are present on pMJ2, there will be a ~t site at their
junction. The ligation mixture had not been cleaved with Belt
prior to transformation of MFJ55. This would have linearized
recombinants with multiple inserts and hence eliminated their
ability to transform.
As Belt is sensitive to dam methylation, pMJ2 was transformed
into MFJ92 to expose such a postulated site, and render it
cleavable~
Analysis of plasmid recovered from MFJ92 (as well as MC1061=the
MFJ55 parent strain, and HB101) revealed that it had undergone
extensive deletion to a size of 3-4 kb. Each isolate was dif-
ferent. Upon repeated retransformation into the low copy host
MFJ55, or MFJ233 (=MFJ55 cured of Tn1Q) no alteration in the
plasmid has been observed.
Evidently, on transformation into strains where the copy number
of pMJ2 returns to a level typical of pUR222, the plasmid be-
comes unstable. It is clear too from these experiments that it
cannot be lac promoter activity through the clone that accounts
for the instability, since in HB101 the promoter will be repres-
sed. Its transcriptional activity would hence be lower than in
MFJ55.
The instability at high plasmid copy number was precisely the
behaviour expected of a subtilisin Bell clone, after the nume-
rous unsuccessful cloning experiments, and had indeed been the
rationale behind the use of strain MFJ55 as host.
Had IS insertion and/or rearrangement taken place on pMJ2 to
counteract any adverse effects the clone may have had on the
host, the resulting cointegrate, or otherwise altered plasmid,
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would be expected to be stable to a subsequent increase in
plasmid copy number. It seemed therefore probable that the
subtilisin promoter activity was intact on pMJ2.
Since pM~2 could not be transferred without deletion to a ~-
background, or to any which did not keep the plasmid copy number
low, an attempt was made to P1-transduce MFJ55 to ~- (11.11)
by a strategy suggested by N. Fiil viz. by co-transduction with
~. This locus is separated from dam by less than one minute
on the E. coli chromosome (Bachmann & Low, 1980).
In brief, lambdaRMal- MFJ233 mutants were selected directly on
McConkey plates containing 1\ maltose after infection with
lambdavir (106-109 pfu per 10 pl indicator cells gave confluent
plaques). Mucoid lambda-resistant colonies were ignored.The ma-
jority of the remaining lambdaR clones were red. Seventeen
white (MalT-) colonies, otherwise morphologically identical to
the red ones, were reisolated repeatedly on the selective
plates. Of 9 which showed no red revertants, isolate 7 showed
the most feeble growth on minimal AB plates containing maltose,
and was used as the transduction recipient.
A P1 lysate of the Mal+dam- strain GM33 was prepared (11.11)
and the recipient transduced with it (11.11). After 48h the
vigorously growing Mal+ transductants were picked from the
fine background lawn. In all 28 were restreaked once on AB, and
then several times on McConkey-maltose.
To find a ~-Mal+ co-transductant, ~I digestions of chro-
mosomal DNA from the 28 Mal+ colonies were inspected and compa-
red with undigested and control ~dtII digests. Mb2I is sensi-
tive to ~ methylation, as is ~I, but as it recognizes a
4 bp sequence, it gives smaller average fragment size, and
makes digestion more obvious.
DNA from GM33 and MFJ233 served resp. as positive and negative
~I-sensitive controls. None of the samples from the transduc-
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tants could be cleaved with MboI (or ~I), though they all
were cleaved by HindIII.
The same experiment carried out on another ee coli strain had
given 1/12 dam-Mal+ c~-transductants (N. Fiil, personal commu-
nication). selection against acquisition ot the ~- allele may
+operate, since none ot the 28 MFJ233 Mal transductants were
dam-. ~- mutants have a pleiotropic phenotype similar to
strains defective in DNA repair. The nature of the mutation in
MFJ55 leading to the lower copy number of ColE1 plasmids is not
known. It could, for example, involve the 2QlA locus. DNA poly-
merase I is normally required for ColE1 replication (Davison,
1984). The enzyme also has a role in DNA repair (Lewin, 1974).
Double mutants of ~, and ~, ~, which are required for
repair, are not viable (Bale et al, 1979). The uncharacterized
mutation in MFJ5S may well compromise the host, in combination
with the dAm allele, to such an extent that double mutants are
either inviable or strongly selected against. This experiment
was not repeated.
However, on later subcloning from pMJ2 into B, subtilis, (Fig.
26), a ~I site was revealed, and is shown in Figure 10b.
It is found about 1 kb turther away from the ~I site than on
the chromosomal map. Hence it could not represent the junction
of the 2.4 kb subtilisin BclI tragment, and another such from
Be licheniformis without some rearrangement having taken place.
The 2 clones pMJ' and lambda s7 were compared and investigated
further to determine
a) how far the chromosomal gene-proximal sequences extended up-
stream on both clones (III.S)
b) whether any promoter activity was present immediately adja-
cent to the clones (III.') and
c) how tar the transcriptional start site was located from the
translational start codon (III,8),
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111.5 Defining the 5' Limit of the Clones
111.5.1 Fine Restriction Mapping of the Subtilisin Locus
In order to facilitate analysis of the clones to hand, a more
detailed restriction map of the chromosomal locus was essential.
Preliminary studies had not revealed any site useful for clon-
ing purposes lying 5' to the gene between Bcll (at least 1.6 kb
from the gene) (see Figure Sc) and StuI, which is situated very
near the start of the coding sequences (see Figures 13 and 14).
Using either the StuI-EcoRI 700 bp or HindIII-EcoRI 120 bp frag-
ment of pMJ2 as hybridization probe, Southern blotting of MFJ29
DNA was carried out. Figure 11a lists the enzymes used to digest
EcoRI-digested chromosomal DNA. Figure 11b depicts the map dedu-
ced. Note that for some enzymes only the closest site to the
gene has been mapped: there are definitely others further up-
stream on the EcoRI fragment.
It is noteworthy that with the exception of pdeI, enzymes for
which sites were found clustered between BclI and ~I have GC-
rich recognition sequences (see Figure 11c), and suggest that
the entire region is GC-rich. Enzymes of this type tend to show
strong site preferences (New England Biolabs catalogue 1985/86,
p. 111). NarI and BanI probably cleave at the same site. There
are 3 other restriction enzymes whose recognition sites are com-
posed entirely of G and C residues, viz. ~I and XmaI (same
sequence), and Apal, but cleavage by these in the region was not
seen.
The sequence data obtained from the clones (Figure 14) showed
an extremely AT-rich region just upstream from the subtilisin
gene, as one might expect from what is known of Gram-positive
promoter re9ions (l.3.4, l.3.S.3, l.3.9).
It is thus probably significant that a GC-rich region lies just
beyond. Such stretches are frequently found in intergenic re-
gions in the Gram-positive Streptomyces (R. HOtter, personal
- 151 -
FIGURE 11
FINE CHROMOSOMAL MAPPING OF THE REGION UPSTREAM
FROM THE SUBTILISIN CARLSBERG GENE IN MFJ29
(A) ENZYMES USED IN DOUBLE DIGESTION WITH EeoRI
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* . * * .Bs~EII, Clal , Ddel, Oral, EeoRI, EeoRV, HeelI, HaelII , IlgiAI, HinelI, Hindlll, Hpal, Kpnl ,
MluI, Nael, Narl, Neol, NdeI, NheI, Notl, Nrul, patI·; pvul·; pvull·; Sael·, ~aeII,
SaIl"; Seal, smal"; Spel, Sphl·;Sspl, Stul, Styl, Xbal", Xhal, Xmal, XmalII, XmnI.
• Shorter probe used in blotting experiment
(see Figure l1b)
(B) FINE RESTRICTION MAP
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•XmaIII CGGCCG
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communication), and presumably serve to eliminate undesirable
RNA polymerase "read-through" activity coming from further up-
stream by making the -melting" of the GC-rich region energeti-
cally more difficult.
111.5.2 Comparing Lambda s7 and pMJ2
The integrity of clones pMJ2 and lambda s7 was compared with
chromosomal DNA in Southern blotting of double digests of EcoRI
and the nearest mapped sites lying 5' to the gene viz. StuI,
AvaI, SacII, Nar! and Dde!, listed in order of increasing dis-
tance from the translational start codon (cf.Figs.11b and 14).
Both clones had StuI and AvaI sites correctly placed with res-
pect to EcoRI, but not the remaining sites lying further up-
stream (not shown).
Figure 12 shows the result of probing blots of EcoRI-AvaI di-
gests with progressively shorter probes, whose relationship to
the gene is shown in Fig. 12d. Note that the AvaI digestions
are incomplete, probably due to the sensitivity of the enzyme
to C-methylation.
It is clear that the 2 clones are identical as far upstream
as AvaI, since the same fragment in control MFJ29 DNA and the
clones hybridizes to a 1s-mer, NOR193, which corresponds to
the sequence on pMJ2 just 3' fr~m the AvaI site (Figure 14).
(The "non-specific· binding is more pronounced with the shorter
probes in all cases. The incompleteness of the ~I digest cer-
tainly contributes to the multiplicity of bands seen in the ap-
propriate samples. It is not unlikely though that the sequences
carried on the shorter probes, being typical ·upstream" sequen-
ces, occur several times in the genome).
Thus regardless of the mechanism, in both lamba s7 and pMJ2,
sequences upstream from the subtilisin gene have been lost,
translocated or otherwise altered at a position between 230
and 650 bp from the translational start codon (cf.Figs.11c & 14).
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FIGURE 12: COMPARISON of pMJ2 & ~s7 by SOUTHERN ANALYSIS
(A) PROBE= StuI-
HindIII 500 bp
(B) PROBE= Av I- (C) PROBE= 15-mer
StuI 120 bp NOR 193
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1234 56 789
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Lane 1:~/HindIII labeled markers
Lane 2:MFJ29 DNA/ DdeI
Lane 3:MFJ29 DNA/ HindIII
Lane 4:MFJ29 DNA/ EcoRI
Lane 5:MFJ29 DNA/ AvaI & EcoRI
Lane 6:pMJ2 / AvaI & EcoRI
Lane 7:AS7 / AvaI & EcoRI
Lane 8:pMJ31A / AvaI & EcoRI'
Lane 9:¢X 174/HaeIII labeled markers
(D) RELATIVE LOCATIONS of PROBE TARGETS
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For sequencing purposes, and expression studies, material deri-
ved from pMJ2 was used exclusively.
No steps were taken to establish whether a deletion had occured
in lambda s7 (as was the case in lambda s6) or whether the clo-
ned fragment is intact, ie.extends from a ~3A1 site between
~II and AvaI.
III.6 Seguence of the Subtilisin Carlsberg Gene and
IIl,6,'
Flanking Seguences
The Sequencing Strategy
The sequencing of the subtilisin gene was undertaken in colla-
boration with Jan-Ingmar Flock. Almost all the dideoxy sequen-
cing (II.14.2) was carried out in Dr. Flock's or M. Uhlen's
laboratory, whereas the chemical sequencing (II.14.1) was per-
formed by the author.
Figure 13 shows the strategy used for sequencing the subtilisin
locus. The relationship of the various clones discussed in the
text to the gene is shown clearly above the restriction map. Al-
so indicated are the extent of sequence read in each direction,
as well as the fragments used to perform the chemical sequencing.
In the two short regions where the sequence was obtained in only
one direction or on one strand only, it appeared to be complete-
ly un~iguous on repeated gels. Figure 14 shows the sequence cb-
tained. Appendix 2 shows diagrammatically the restriction sites
found in the sequence.
III.6.2 Open Reading Frame (ORF)
The sequence shows an ORF starting from base 370 in Fig.14,
which comprises 1137 nucleotides and terminates in a TAA stop
codon at position 1507.
This encodes a 379 residue protein of Mr38,910, assuming that
both the initial Met residues form part of the protein product.
It may be that the first Met codon is not used (but see below),
and the initiator f-Met may be removed post-translationally (Le-
win, 1974).
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FIGURE 13: SEQUENCING.STRATEGY FOR CARLSBERG GENE
.......
;z:
pMJ2
lambda s7
lambda s6
pBF827 - ---
pBF825
0 GI pMJ1... ...
'" ".. 0 .... .. a'" '" ...... ... ... ...... ... ... ... ... ...... ... .. .. ... '" " u ... ...... '" ..... " .. .. .. c 0 c u ro GI> .. ... .. ... ... u ... o u ... ...c III II to .. ., Ol ., .c .... .,
'" d, !II chromosome
II III IV VI
- 1. ..;;---;~
?
-
100 bp
.... gene coding sequences
broken arrows: sequencing by dideoxy method in mp18 or 19
solid arrows: sequencing by chemical method
(direction and extent of sequence indicated)
? exact endpoint of clone uncertain
Fragments used for sequencing from positions I to V:
*I pMJ31A Asp718 -tcoRI -*.II pMJ42 CbI -BamBI --*pMJ24 PstIlinker -tcoRI -*III pBF827 EcoRI -ClaI --*pMJ2 tcoRI -StuI --*.pMJ1 tcoRI -Bell -*.IV pMJ1 AccI -XmnI 800bp --400bp -*V pMJ1 Bell -tcoRI SOObp --large fragment -*.pMJ7 Bell -PvuII 700bp -
* denotes labelled site
FIGURE 14: SEQUENCE OF SUBTILISIN CARLSBERG
GENE AND FLANKING REGIONS
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FIGURE 14: SEQUENCE OF SUBTILISIN CARLSBERG
GENE AND FLANKING REGIONS (cant. )
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E V M A El G A G V Y S T Y El T S T Y A "'L+200
1341 1353 1365 1377 1389
TTG.~CGGAACG TCAATGGCTTCT CC':'CATG:'AGCGGGAGCAGCAGCT :'TGATCTTGTC/\
L N G T S M A S P H V A G A A A L I L s
+220
1401 1413 1425 1437 1449
AAACATCCGAAC CTTTCAGCTTCA CAAGTCCGCAAC CGTCTCTCC/\GT ACGGCGACTTAT
K H !? N L S A 5 Q V R tJ R L 5 S T A T Y
+240 Bcll
1461 1473 1485 1497 1509
TTGGGAAGCTCC TTCTACT1'.TGGA AAAGGTCTG!ITC AATGTCGAAGCT GCCGCTCAATAA
L G S S F Y Y G K G L I N V E A A A +2741
1519 1529 1539 1549 1559 1569
CATATTCTAA CAAA1'GGCAT ATAGAAAAAG CTAGTGTTTT TAGCACTAGC TTTTTCT'r'CA
+ :1-
1579' 1589 1599 1609 1619HaeIII 162ejm
TTCAGTTGAA GACTGTTCAA TATTTTGAAT CCGTTCC,\TT ATGGTCGGAT bGCC'
Nt numbering 1 to 1623 above sequence
AA numbering -105 to +274 below sequence
AAs indicated by single letter code.
Structural & functional features discus-
sed in text are underlined.
Palindromes are indicated with divergent
arrows. Center of dyad axis of symmetry
is shown as"+'; mismatches in palindrome
as dots.
Small vertical arrows·Pl, P2"show approx.
location of transcriptional start sites
determined by S1 mapping.
Small vertical arrows"START" show mRNA
start site.as determined by cDNA sequen-
cing.
RBS : putative ribosome binding site
-10, -35 indicate hexanucleotides with
homology to the relevant RNA polymerase
recognition sequences.
Synthetic oligonucleotides referred to
in the text are shown underlined, and
the names are selfexplanatory.
"'term"indicates the transcription termi-
nation site as determined by Sl mapping.
-'--
The amino acid sequence deduced from the nucleotide sequence is
in keeping with expectations when compared with the structure
of the B. amyloliquefaciens and B. subtilis subtilisin genes
which both encode a BPN' type enzyme (Wells et al,1983: Stahl
& Ferrari, 1984 resp.: 1.2.2.2;1.8.2).
Using the rules of von Heijne (1984) to evaluate potential sig-
nal cleavage sites, a typical Gram-positive signal sequence con-
stitutes the first 29 residues, with respect to both its length
and the number of positively charged residues at the N-terminus
(viz. 3) (see I.9.1).
There is a region between the signal peptide and the mature ex-
oenzyme coding sequences of 76 codons. It encodes a ·pro-· pep-
tide, which is highly charged (I.8.2).
I1I.6.2.1 Comparison with Genes for Other Subtilisins
When the deduced -mature· enzyme encoded by the gene from MFJ29
is compared with the published AA sequence of subtilisin Carls-
berg (Smith et aI, 1968), there are ,only 5 differences viz. at
residues +102, 128, 157, 160 and 211. (Fiq.1, lines 1 & 2: but
note that residue +56 of the BPN' sequence (line 5) is not pre-
sent in the Carlsberg enzyme, so the numbering for the latter
must be adjusted accordingly).
The apparent discrepancies at positions 157, 160 and 211 may be
attributed either to the reported amino-acid sequencing ambigui-
ties (Smith et al, 1968) or else to strain variation, since they
can be accounted for by a single base change. The last explana-
tion probably also accounts for the differences at +102 and
+128. The primary sequence of another Carlsberg-like subtilisin,
subtilisin DY (line 3 in Fig.1; Nedkov et al, 1985) has the same
amino acids at positons 102, 128 and 157 as those encoded by the
gene from MFJ29, whereas at positions 160 and 211 it resembles
the protein sequenced by Smith et al (1968).
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The deduced prepro- AA sequence of subtilisin, Carlsberg and
those published for two BPNI-type enzymes were also compared
(Figure 15). While there are a number of blocks of conserved
residues (underlined), notably before the proposed signal-pro,
and pro-mature processing sites, the degree of diverg~nce at
the N-terminus (signal sequence) is quite marked (see I.9.1).
This difference was highlighted when the corresponding nucleo-
tide sequences of these genes were compared by the ·dot matrix·
method (Maizel & Levik, 1981; Deveraux et al, 1984). The two
sequences are arranged along X and Y axes respectively, and
each position (or stretch of residues) tested for identity (or
a chosen degree of homology). Where the requirement is met, a
dot is placed at the cross-over point. Over similar regions the
dots coalesce to form a line of identity. This analysis was
carried out by M. Uhl~n at the EMBO laboratories in Heidelberg,
and the result shown in Fig.3 of the publication in Appendix 1.
III.6.2.2 Secondary Structure Predictions
In spite of the considerable variation in the signal sequence
and the signal-proximal part of the pro-region, secondary
structure predictions for the BPN1 and Carlsberg enzymes show
that their respective hydrophobicity plots (Kyte & Doolittle,
1982), and a -helix/a-sheet predictions (Chou & Fasman, 1978).
are almost superimposable, ie. a similar tertiary structure
over the entire precursor protein may be expected for both
,subtilisin types (Fig.4 in Appendix 1). Similar results were
obtained with a hydrophilicity plotting program based on Hopp &
Woods (1981) (not shown).
III.6.3 Upstream Gene Flanking Region
Just upstream from the ORF there are two overlapping, possible
ribosome binding sites ie. sequences complementary to the 31-
end of the B. subtilis 16S rRNA, which has the sequence 31-OH-
UCUUUCCUCCACUA (Shine-Dalgarno, I.7.1; Murray & Rabinowitz,
1982). These are found between nucleotides 353 and 361 in
Fiq.14.
- 155 -
!=
(J)
0..
>t
..j.J
0 01,....
(J) I-lI c, (J)
~ ~
>t ,.Q
..j.J m
\ r-i
Z I-l
i i~ ~ ~~ C,)0 r-, INI
I -
le
'<:2'
j;
co
m,....
°rl
0 ~
M ~L:x: ~.I -I
iz ~I ~ -Cl) ] ••~0 ~ ~HE-t M~~ 0~ '<:2' 0 6I 'd~ cot/)
~i i!
0'1- •
I ,.... - ~0
r-i o~ ::2
~
p:::
~ ~mm°rl ,....~ t/) ..j.Jr-ip::: 0 § (J) °rl r-i~ LO H ..j.J ~
~
I 01 ~~..j.Jz
~oo
r-i Q)H
~
~mtll ]Cl)H - ..... ..0~ r-i 0
H ~oroi U ..
E-t 0
~
Om ~.~
~
~ \0 ~~ °roi -0 I r-im
t/)
t) &S
°roi ~
~
..j.J • °
0 -§~tIlg i °rl~ m I.I-l r-iC,) . 0 °rl ~0 rotll ..j.J0 ~]i~~ 0 ~I' &0 I orl U;~II r-irtl til
o~
.. ~l °eLf),....
~ ! 'g °rl e J3 13§ ~ r-i orlp::: ~i~~0 0 ~I 'Bo coH I~
~~ ~I
,.Q r-i ](J) ~] •r :> 4-1 ::l t:Q~I ~O~~ o~0 ii;1 jmI ~8 i: ~
0
~ ~I
2b86
til0 orl ~ I.I-l ~,.... S~tIlo.. ~.I ·H ~~IDel 0'\i~i: 'g~~o.. 4-1~]~§ 0iID 4-I~m .....s:: Cl0-- - C,)--- ~""'N M ,....NM
--._
When calculated by the rules of Tinoco et al (1973), the free
energies of formation of mRNA-16S rRNA hybrids for the first
possibility (viz.AGGAGGAGA, overlined) is -16.8 kcal, and -11.6-~
for the second (viz.AGGAG, underlined). Both values are above
the average for E. coli'RBSs (1.7.4), and the higher one is
typical of those found in Gram-positive systems (Hager & Rabi-
nowitz, 1985a). ,
This suggests that the first probably serves as the RBS, but
both possibilities are situated favourably with respect to the
first ATG codon: When the spacing between the Shine-Dalgarno
and the initiating codon is measured from the base that can
pair with the U in the -CCUCC- of the 16S rRNA, the average
spacing in E. colj is 10 bases (Stormo et aI, 1982). In Gram-
positives the value is 10.4 bases (Hager & Rabinowitz, 1985a).
As the two possible SD sequences are located 12 and 9 nucleo-
tides resp. from the first ATG, they argue for it indeed being
the initiator codon, though this was not shown experimentally.
Note also the potential RBS (AG= -10.4 kcal/mol) starting at
nucleotide 657 viz. GGAaGaGG, just before the start of the ma-
ture coding sequence. An RBS of this type would certainly func-
tion in E, coli. In fact it is identical to the putative RBS
for the T7 early gene 1 (Table II in Hager & Rabinowitz, 1985a).
While ATG has been shown to be the translation initiation co-
don in almost all genes from E. coli studied to date, there are
a number of examples where GTG has this function (1.7.2; Stormo
et aI, 1982). It is thus interesting to note that a GTG codon
is found just after this postulated "internal" RBS, at codon -5
in the sequence. Such a ,juxtaposition of possible translational
signals does not occur in the BPN' genes, even though the area
concerned is highly conserved. It is not inconceivabl~ that
translation initiation/reinitiation could occur at this position
in E, coli and lead to a detrimental accumulation of an active
intracellular form of "mature" subtilisin that has only 5 addi-
tional AA residues at its N-terminus. This could be one expla-
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nation for the difficulties in cloning the subtilisin Carlsberg
gene - in ~. coli, at any rate.
As far .upstream as the sequence was determined, the region is
predominantly AT-rich, and contains runs of A and T residues
typical of Bacillus promoter reqions CI.3.4: ·I.3.5.3: I.3.9).
Just upstream from the putative ribosome binding siteCs), and
centred about position 321, are two overlapping hexamers having
a 5 out of 6 match with the consensus sigma-43 -10 recognition
sequence viz. TATAAT. At the usual spacing of 17 nucleotides
from this, (about position 300), a hexamer having the same de-
qree of similarity to the canonical sigma----43-35 region (viz.
TTOACA) is situated. Note thouqh that the -invariant 0- in
this stretch is not present (Table 1: I.3.4).
At 309-318; a possible sigma-37 -10 reqion abutts the one for
sigma -43 mentioned above. It has an 8 out of 10 match with the
consensus (Table 1,& Wang & Doi, 1984). No correspondinq -35
region can however be found.
Inspection of the sequence further upstream shows several pos-
sibly significant features. Because of the predominance of A
and T residues, many closely related sequences can be found as
direct or indirect repeats. A perfect direct 7 bp repeat (at
29-35, 85-91 and 104-111) is seen. Several palindromes are
present: one of 9.~ centred between bases 5 and 6, and one of
6 bp centred on base 345. Whether these short sequences have
any functional significance is questionable.
There are however two palindromes whose positions relative to
the approximate transcriptional start sites/promoter consensus
hexanucleotides, and RBS suqgest a likely regulatory role.
There is an 18 bp palindrome (with only 2 mismatches) extending
from base 299 to base 346, and centred between bases 322 &323.
The approximate transcriptional start sites identified by
- 157 -
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51-mapping (III.8.2) certainly lie in the region encompassed by
this palindrome. A similar region of dyad symmetry, though less
marked than this one, covers the two promoter regions identified
for the B, subtilis subtilisin gene (Wong et aI, 1984). Such
features are typical of operator regions ,Rosenberg & Court,
1979), and constitute recognition sites for regulatory proteins.
Most interestingly, the RBS sequence is found on one arm of a
12bp palindrome (325-336 & 349-360). mRNA initiated upstream
from position 325 would thus be able to adopt a 20 structure
in which the SO is sequestered in the stem, and translation
could therefore be made less efficient (see I.7.1).
Such a 20 structure has been postulated to account for the poor
ribosome-binding ability of transcripts from the minor glyce-
rol-stimulated P3 gal promoter. In contrast, in the shorter P2
transcript, which is efficiently translated, the SO is placed
in the loop (Queen & Rosenberg, 1981). Induction of the cat-86
gene by chloramphenicol is thought to involve destabilization
by the inducer of a stem-loop mRNA structure that sequesters
the RBS (Ambulos et aI, 1986). In a.duplication mutant, where a
"free" RBS is also available, expression is constitutive (Ambu-
los et aI, 1985).
These speculations would receive some support if exact locali-
zation of the transcriptional start sites placed the one up-
stream from the left-most arm of the palindrome involving the
RBS, and the other such that the postulated stem-loop formation
was not ~ossible.
If one considers transcripts starting at a position 5' from
base 299 in Fig. 14, it is not difficult to imagine two mutu-
ally exclusive, alternative conformations for mRNA molecules,
where the one involves palindrome 299-346, the other the RBS
palindrome 325-360. The transcriptional start site of the
subtilisin Carlsberg gene identified by cONA synthesis and
sequencing (Appendix 3) in fact lies around base 298, so mRNA
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secondary structures may very likely be important in the con-
trol of this gene.
Demonstration of promoter activity in these flanking sequences
is described in III.7.
III.6.4 pownstream Gene Flanking Region
A palindrome follows the Open Reading Frame in Figure 14. The
calculated free energy of the hairpin structure is -21.1 kcal
/mol (Devereaux et al, 1984) which is similar to other Gram-
positive termination signals (Lehtovaara et al, 1984: Paddon &
Hartley, 1986; Wells et al, 1983, Vasantha et al, 1984).
Evidence is presented in III.S.3 to show that this structure
indeed serves as the transcriptional terminator for the subti-
lisin gene in B, licheniformis, from which it originates.
III.7, Expression of the Subtilisin Carlsberg Gene.
I!I,7,1 Assembling the Gene
Since an attractive sigma-43 promoter had been found just,up-
stream from the gene coding sequences (Figure 14, III.6.3),
the gene was assembled in E, coli from the partial clones pMJ1
and pMJ2 , and then transferred to B, subtilis to determine
whether promoter activity could be detected.
Figure 16 depicts schematically how the 5' portion (from pMJ2)
and the 3' part of the gene (from pMJ1) were spliced together
at the ~RI site. ~: The 5' limit of the fragment taken
from pMJ2 was atYI. At the time these experiments were carried
out, the presence of the AvaI site had not yet been established.
These steps were carried out in the low copy mutant host MFJ233
to avoid the deletions seen with pMJ2 at normal plasmid copy
number. The final plasmid pMJ26, carrying the complete recon-
stituted gene, proved to be stable upon retransforrnationinto
MFJ92.
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FIGURE 16
ASSEMBLING THE SUBTILISIN GENE
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pUC 18
2686 bp __ H_i_n_c_I_I_-_E_C_O_R_I-,-__ S t_u_I_-_E_C_O_R_I__ \2651 bp 710 bp
pMJ2
8.3 Kbp ),
.....1:11,...,.:
UNtIl
Rae III It
Bell
STOP
Xlon I
RAe lXI, Bal I
2675 bp 650 bp
(largest fragment) -z:
EcoRI- PstI
718 bp
[XbaI]-pstI EcoRI-HaeIII PstI
;:BR322
ori
R=EcoRI [XbaI] =filled-outpMJ 26
4043 bp vector sequences~ fragment used in construction
c=J polylinker sequences
Pst I subtilisin sequences
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III.7.2.' Transferring the Gene to a Gram-Positive Replicon
for Expression
Figure 17 shows how the complete coding aequence was transfer-
red from pMJ26 to Gram-positive vectors.
Both p820 and its low copy number analogue, p900, were used.
The recombinant was stable in B. subtilis MFJ93 in the higher
copy number form, pMJ28.
No ex~ression of subtilisin Carlsberg from these plasmids could
be detected by any of the followinq criteria:..
(a)on skim-milk plates (II.9.1.1; the halo size was not larger
than in the untransformed host),
(b) by colorimetric estimation of exoprotease (Azocoll assay,
II.9.1.2),
(c) by use of a specific anti-carlsberg antiserum (Figure 4,
well 3) or
(d) by failure to vizualize a band with mobility similar to
that of the authentic enzyme in SOS-qel electrophoresis of cul-
ture supernatants (II.12.3).
III.7.2.2 Expression of the Gene With Heterologous Promoters
The failure to achieve expression with pMJ28 may either be
attributed to the lack of promoter sequences on the plasmid ,
the need for B. Ijcheniformis-specific factor(s) required for
expression in the B. subtiljs host, or else to the possibility
that the qene was assembled incorrectly, or in such a manner
that the codinq sequences were disrupted.
To determine whether the lack of expression was due to such an
artefact of plasmid construction, the integrity of the codinq
sequences was checked by cloninq well-characterized heteroloqous
promoters from other Bacillus spp. in fron~ of the in vitro
assembled qene.
Figure 18 shows the steps involved in constru~ting pMJ29 and
pMJ32, where respectively the xylose-inducible B. subtilis
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FIGURE 18: EXPRESSION OF SUBTILISIN GENE WITH
HETEROLOGOUS BACILLUS PROMOTERS
~
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~ promoter, and Br stearothermophilus a-amylase promoters
were utilized.
Figure 19 shows the large halos ot proteolysis tormed on skim-
milk plates by supernatants ot Br subtilis cells containing
plasmid pMJ32 (MFJ213 ) and pMJ29 (MFJ20S , grown
in the presence ot xylose). 'Under the same conditions, the
untranstormed host shows no halo (MFJ93 ).
Extracellular proteolytic activity was measured by the conve-
nient Azocoll method and correlated with the growth curve. For
all such experiments 100 ml moditied Schaefter's medium in a 1L
tlask was inoculated 1:100 with a tresh LBroth overnight cul-
ture (II.2). Results are shown in Fig.20.
In all 3 strains, exoprotease levels rOse steeply atter the
exponential phaseW$ over (i.e. atter To), and accumulatedm
the medium. The strains carrying the two expression plasmids
secreted approximately the same amount of exoprotease. In some
experiments, it was MFJ213 that secreted slightly higher am-
ounts than MFJ20S, and.not the reverse, as shown in Fiq.20.
They secretedsignificantly more than the untransformed host
strain: from 10 to 20-told more depending on when samples are
measured.
Note: In the experiment shown in Fig:20, MFJ93, the strain
from which the plasmid host ~ mutant MFJ210 is derived, was
used as the reterence, and not MFJ210 itself.
That this extra exoprotease activity is specifically due to
overproduction of serine protease is clear from an examination
of the residual activity measured in the presence of inhibitors,
which is shown below.
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FIGURE 19
OVERPRODUCTION of SUBTILISIN from CLONED GENES
Samples are 20h LBroth supernatants, unless otherwise
stated. "*" designates 4-day BP-X samples.
Skim-milk /Gelatin Plate
MFJ93 135 93*
93 213 205(+xylose)
29 29*
Skim-milk Plate
MFJ195 246 210 157 250 249
196 248
195 249
246 250
REDUCED SUBTILISIN PRODUCTION by apr DELETION MUTANTS
MFJ 93 157 168wt MFJ231Skim-milk Plate
FIGURE 20: EXPRESSION OF SUBTILISIN CARLSBERG BY HETEROLO-
GOUS PROMOTERS
Growth in Schaeffer's medium was monitored by optical den-
sity at 450 nrn. Glucose was omitted from, and 0.2% xylose (w/v)
added to, the medium in the case of MFJ205. Exoprotease
activity was measured by the Azocoll assay (II.9.1), and
results recorded as A520·
MFJ 93 = "wt"
MFJ213 = MFJ210 (pMJ32), a-amylase promoter
MFJ205 = MFJ210 (pMJ29), xylosidase promoter
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Table 7: Overproduction of Carlsberg Enzyme Using
Heterologous Promoters
Exoprotease Production in MFJ93, 205 & 213
AS20 20hr supernatants; normalized for
sample volume of 0.45 ml.
MFJ 93
MFJ20S
MFJ213
10mM 1 mM
Total +EDTA +PMSF
0.083
0.900
0.805
0.016
0.814
0.790
0.044
0.020
0.013
~: It was consistently found that the sum of the activities
measured individually in the presence of the inhibitors usual-
ly failed to reach 100\. This is discussed more fully in IV.6.
4.4.
Almost all the activity disappears when the serine protease
inhibitor PMSF is preincubated with the sample. In contrast,
the metalloprotease inhibitor EDTA has little effect. The lower
than wild-type residual activity in supernatants of overprodu-
cers MFJ 205 and 213 in the presence of PMSF is most probably
due to degradation of the neutral protease by the excess subti-
lisin secreted into the medium (Dancer and Mandelstam, 1975a).
Proof that the ·extra" serine protease secreted by MFJ 205 and
213 is of the subtilisin Carlsberg type was obtained by 50S gel
electrophoresis and immunodiffusion experiments.
Figu~e 21 shows that MFJ 205 (lane 6, grown in the presence of
xylose) and MFJ 213 (lanes 8 & 13) secrete a protein that co-
electrophoreses with a prominent diffuse band in the superna-
tant from MFJ29 (lanes 4,7 & 12), the strain from which the
subtilisin Carlsberg gene was cloned. This band has a mobility
similar to, but not identical with, that of authentic subtili-
sin Carlsberg (lanes A). It is not present in samples from the.
untransformed host MFJ 210 (lanes 9 & 14), and is distinct from
both authentic subtilisin NOVO (lanes N) and B. subtilis's own
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subtilisin, seen as the most prominent band of overproducer
MFJ135 (lanes 3,10 & 15). The small differences between the
mobility of the cloned gene products and the markers is most
probably due to strain variation ie. small amino acid/charge
differences in the enzymes.
Figure 4a shows the immunoprecipitin band of identity between
subtilisin Carlsberg (·Alcalase·, wells 1 & 4) and a component
of the culture supernatants of MFJ29 (wellS) and 213 (well 6).
The failure to detect expression with pMJ28 (MFJ198, Fig.4A,
well 3; Fig.21, lane 5) was thus not due to some error in
reassembling the coding sequences for subtilisin. It probably
indicates the lack of a functional promoter in front of the
gene.
III.7.3 Processing of Prepro-Subtilisin
An interesting point arises regarding the timing of subtilisin
secretion seen in the two strains MFJ 205 and 213.
While one might well expect a post-exponential appearance of
subtilisin when it is under its own regulatory elements (I.2.1;
I.6.5.3, MFJ93 in Fig.20), or under an a-amylase promoter (I.5.
1.1, Nicholson et aI, 1985), this is certainly not the case
with the induced xylosidase promoter used in pMJ29.
Moreover, in a construction identical to pMJ32, but where the
Br stearothermophilus a-amylase promoter drives transcription
of a e-Iactamase gene instead of the subtilisin gene in a a_
subtilis host, it was found thate-Iactamase was expressed
constitutively from the plasmid (L. Christiansen, personal com-
munication>. In this particular instance therefore, an earlier
appearance of subtilisin may also have been expected. The mul-
tiple copies of the promoter region evidently disturb the tem-
poral activation normally seen with the single chromsomal copy
in the strain from which the promoter derives. Normal gene
regulation is often impaired by amplification of target sequ-
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ences (see I.6.S.2 for other examples).
The timing of expression in MFJ20S, grown in the presence of
0.2\ xylose, was examined more closely to ensure that low le-
vels of exoprotease at an early time in growth had not escaped
detection.
Figure 22 shows the temporal pattern of both induced xylosi-
daze expression (intracellular) (measured with PNPX as des-
cribed in II.9.2), and exoprotease activity in the reference
strain MFJ 93. In the absence of xylose, MFJ93 shows no xylosi-
dase activity -(data not shown). The cells were grown in the
presence of 0.2\ xylose (w/v).
~: As the MFJ93-derived pMJ29 host MFJ210 is Xyl-, MFJ93 was
used as a control. Xylosidase promoter activity in MFJ210 can
only be monitored by following synthesis of the mutant XYna
mRNA. It has however been established that the kinetics of
xylosidase induction in MFJ210(pSXSO), ie.in the xyl- mutant
carrying a plasmid with the intact gene, are identical to those
of the wild-type chromosomal gene (Sven Hastrup, personal com-
munication).
Xylosidase is detectable fully 2 hours prior to To in MFJ93.
When the early samples were assayed for a short period, the
initial rate of reaction was directly proportional to cell den-
sity over the range A4S0 0.3 to >2. (See inset in Fig.22).
Exoprotease is first detected in stationary phase.
In MFJ 205 too, grown under identical conditions, exoproteo-
lytic activity is first detected after To. The value obtain-
ed in the Azocoll protease assay soon after To' where cell
density is 5 (viz. AS20=0.04), is sufficiently high to have
permitted reliable measurement of exoprotease down to densities
of 0.5 or lower, assuming that subtilisin secretion had been
linearly related to cell density. However, no such activity was
seen immediately prior to To' at OD=3.
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FIGURE 22: DELAYED APPEARANCE OF SUBTILISIN IN THE
MEDIUM WHEN EXPRESSED BY AN INDUCED PROMOTER ACTIVE
IN EXPONENTIAL PHASE
Cells were grown in Schaeffer's medium containing
0.2% xylose, as described in the text. As indicated
in the figure, samples were removed for determina-
tion of exoprotease activity ( Azocoll assay, II.
9.1.2, AS20)' and intracellular xylosidase activity
(11.9.2, A430), at different times of growth.
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One must.thus conclude that no extracellular subtilisin was
present at the earlier times.
Althouqh it was not shown directly (by the measurement of
subtilisin-Carlsberg specific mRNA in MFJ20S, or by followinq
a,transcriptional fusion with ~), that the induced x~
promoter indeed directs subtilisin transcription in exponential
phase (where it is demonstrably active in the reference strain
MFJ93, Figure 22), there is not much reason to doubt that it
does so. MFJ210 was derived from MFJ93 by substitution of the
wild-type ~ allele with the same gene carryinq a 4 bp dele-
tion in the xylosidase codinq sequence. This leads to the Xyl-
phenotype, but the regulatory elements are unaltered (see ~
above).
In a study of B. subtilis subtilisin regulation, where the up-
stream regulatory reqion and the first 8 codons of the subti-
lisin gene were fused to ~, a -galactosidase expression was
first detectable between To and T1 in a wt host. Since no
post-translational transport or processing steps are required
for phenotypic expression of LacZ, the kinetics observed can
be assumed to reflect transcription from the subtilisin promo-
ter (Ferrari et al, 1986).
Studies on the maturation of the membrane-bound subtilisin
(P42) to the exoprotease form (P27) show that both forms are
first detectable by radioimmunoassay at the same time, viz.
just prior to the onset of sporulation. The precursor levels
peaked shortly after their first appearance, the~ declined in
synchrony with exoprotease accumulation in the medium (Powers
et al, 1986; see also M4nts4l4 & Zalkin, 1980).
In neither study was there a lag before the first release of
the mature form into the medium from a prior accumulation of
membrane-bound precursor.
These results are consistent with earlier investigations using
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B. amyloliquefaciens, in which it was demonstrated that newly.
synthesized Q-amylase and protease molecules enter an intra-
cellular pool. After translation is complete, up to 15 minutes
can elapse before the~e is release of enzyme into the medium
(Gould et al,-1975). Vasantha & Thompson (1986) have similarly
observed an (unspecified) lag between the synthesis of ~ or
~ presequence-~ fusions, and emergence of protein A into
the medium.
As protoplasts neither displayed a pool, nor the lag between
synthesis and secretion (Gould et al, 1975), it seems likely
that the delay reflects passage through the cell wall. Pulse-
chase experiments revealed that the delay was however not ob-
ligatory, and that individual, newly-synthesized molecules
could emerge in the shortest time measured in above-mentioned
study, viz. 5 mins.
It seems therefore that transcription and first appearance of
subtilisin in the medium are closely linked, and normally take
place around To.
Why there should be a considerable delay (several hours) after
the presumed time of transcription (deduced from the xylosidase
expression in MFJ93), before extracellular subtilisin appears
in the medium of MFJ205 is not clear, but deserves further
study.
It is notable that the pMJ29-encoded exoprotease is first de-
tected at the usual time of appearance of the endogenous sub-
tilisin in stationary phase.
Based on the observation that maturation (prepro- to mature
enzyme) of heterologous mutant inactive sub~ilisin precursors
failed to take place in ~~hosts, Powers et al (1986) con-
cluded that this processing is autocatalysed. Release of mature
(inactive) P27 enzyme could be effected by either addition of
authentic subtilisin to the cells, or else by prolonged incu-
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bation, until·almost all cells have sporulated, lysed, and
released their intracellular proteases. The authors mention
the possibility that it may be these proteases which initiate
subtilisin processing in vivO, by having sporulated early ar-
ound To. This seems highly plausible since Beppu (personal -
communication) also measured increased exoprotease production
in ISP overproducers (I.2.3.3.3). Significantly for the auto-
activation hypothesis, preprosubtilisin produced in vitro re-
mains in the P42 precursor form. This suggests that in vivo
factors eg. membrane location, precursor folding, processing
enzyme, other co-factor) are necessary to give rise to the P27
mature enzyme.
It would therefore be interesting to examine sUbtilisin-speci-
fic mRNA production and subtilisin antigen associated with
membranes in exponential cells of MFJ20S to determine whether
the late release observed is attributable to transcriptional
or post-transcriptional factors.
It remains to be established firmly whether the ~ promoter
on pMJ29 is active in that perio~ and that initiation takes
place at that promoter. It is unlikely, but not inconceivable,
that the B. licheniformis sequences immediately 51 to the sub-
tilisin gene could hinder early transcription in some way. For
example, they could bind a negatively-acting factor that pre-
vents passage of RNA polymerase past it early in growth. Alter-
natively, transcription from the ~ promoter through the
palindrome that includes the RBS (Fig.14, base 325-360) could
lead to an mRNA that is not translatable (as discussen in III.
6.3), possibly until some other factor is present in the cell.
Should promoter activity be as expected, it should be possible
to demonstrate accumulation of P42 in the membrane until active
enzyme is released after To. This would indicate that whatever
triggers subtilisin maturation in B. subtilis is not present
earlier in growth.
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111,7,4 Testing ·Upstream" Seguences From pMJ2 for Promoter
·Activity
Since no promoter activity had been found downstream from the
Stu1 site (pMJ28; Figure 17), the adjacent 5' sequences were
isolated from pMJ2 and examined for their ability to direct
transcription of the subtilisin Carlsberg gene (pMJ42) or a
promoterless xylosidase gene (pMJ33).
Figure 23 shows how the 2.9 kb EcoR1-ClaI ·upstream" fragment
was put together with the above-mentioned genes. To facilitate
the constructions, a CIaI linker was inserted in the unique
StuI site in pMJ2. The resultant plasmid is called pMJ2-ClaI.
To ensure that the correct pMJ2 sequences were used, the
HindII1-Cla1 band, which runs well separated from the other
large HindII1 band on agarose gels was first isolated and then
cut with EcoRI.
MFJ210 was transformed with pMJ33 (resulting in MFJ219) and
pMJ42 (to give strain MFJ221).
The former strain showed no sign of xylosidase synthesis us-. .
ing the sensitive fluorescent substrate MUX (11.9.2), and the
latter no sign of subtilisin Carlsberg synthesis either by
immunodiffusion (11.15) or SDS gel electrophoresis (11.12.3)
(data not shown).
This was surpr1s1ng as the instability of pMJ2 at high copy
number (111.4.4.2.3) had been interpreted as indicating some
activity detrimental to the host. Despite the signs of rear-
rangement upstream from the subtilisin gene (111.4.5.2), it
was anticipated that some subtilisin promoter activity was
present.
It therefore appeared that the subtilisin Carlsberg promoter
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FIGURE 23: TESTING CLONED "UPSTREAM" SEQUENCES
(5~frorn StuI site) FOR PROMOTER ACTIVITY
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either might be situated relatively far from the gene itself,
ie. beyond the 5' limit of the gene-proximal sequences which
were unaffected by rearrangement. Alternatively, B. licheni-
formis-specific factor(s) might be required tor.utilization
of the promoter. Since transformation of Be licheniformis was
not successful in my hands, this latter possibility could not
readily be tested.
To ascertain approximately how far the in vivo promoter lies
from the gene coding sequences, RNA was isolated from MFJ29
(see below, III.8).
The size of the subtilisin-specific mRNA in Northern blotting
was shorter than anticipated. Estimation of its lenqth indica-
ted an in vivo transcriptional start site close to the gene,
in the region of the StuI site (see below). It was thus likely
that the 30 bp of non-chromosomal, ·linker· DNA on pMJ42, whicr
are interspersed between subtilisin fragments up- and ·down-
stream from StuI, were located in a region crucial for promo-
ter activity.
To check this possibility, a construction was made that did
not carry any extraneous sequences in the StuI site.
111.7.5 Expression of Subtilisin Carlsberg From its Own
Promoter
Fiq.24 shows how the cloned chromosomal sequences extending
from AvaI upstream, to HaeIII downstream (cf.Fig.13) were put
together in E, coli. They were then transferred to a Gram-pos-
itive vector for expression in B. subtilise
Strains B. subtilis "wt" MFJ2l0, and MFJ~57, which has
were transformed with pMJ5l.
respectively MFJ246 and 250.
a deletion of most of the chromosomal subtilisin sequences,
RThe Cm transforrnants were
On L Broth plates containing skim-milk, exoprotease overproduc~
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FIGURE 24: ASSEMBLING THE SUBTILISIN GENE FOR EXPRESSION
FROM ITS OWN PROMOTER
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tion (ie.halo size) relative to the untransformed hosts was
barely discernable with the wt, but was obvious in the case of
MFJ250. These differences are more readily demonstrated by tes-
tinq· 20h L Broth culture supernatants on aqarose plates (II.9.1.
1). Fiq.19 shows the dramatic difference between MFJ157 and its
pMJ51 transformant, MFJ250 . In contrast, MFJ210 and its pMJ51
transformant MFJ246 have more or less the same exoprotease ac-
tivity.
The extent of overproduction of 4-day BP-X cultures was quanti-
fied by the OPA assay, with casein substrate (method not des-
cribed here; H. Outtrup, personal communication). Shown below
are absolute exoprotease levels for ·wt· MFJ210 and a series of
CmR transformants.
Table 8: Overproduction of Carlsberg EnzymeUsing Own Prcmoter-
OPA
I
strain
I IMFJ210 2.9 I with respecti i wt to protease
I MFJ196 1.2 I MFJ210(p820)I
II MFJ195 1.3 MFJ210(pMJ28)II
I MFJ246 10.1 i MFJ210(pt-1J51).
I MFJ157 0.8 ! aJ2.X. deletantl
It is obvious that the vector p820, which forms the basis for
the expression plasmids in this study, in some way inhibits
exoprotease production. The culture medium of MFJ196 contains
less than half the proteolytic activity of the host MFJ210 (see
also Fiq.19). This cannot be accounted for solely by any inhi-
bitory effect on qrowth exerted by the plasmid. The presence
of p820, pMJ28, or pMJ51 in the cell leads to stationary phase
cell densities in the presence of Cm 6 ?q/ml only 15 to 20\ lo-
wer than that reached by the untransformed host (not shown).
The difference between MFJ195 and MFJ196 is not siqnificant,
thouqh it is not impossible that pMJ28 supports a very low le-
vel of subtilisin Carlsberq synthesis, not detectable by any
of the means tried (III.7.2.1).
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pMJ51 transformant MFJ246 secretes 3x more exoprotease than
does the host, MFJ210. Due, however, to the depressive effect
of the vector on exoprotease levels (seen in both MFJ19~ & 196),
the Carlsberg promoter may actually be directing the production
of 7-8x more protease. This represents a promoter activity ra-
ther lower than that shown by the cloned endogenous B. subtilis
subtilisin promoter under similar conditions, and on a vector
closely related to p820 (see IV.5.2).
The vector effect was also obvious when p820 and pMJ28 were
transferred to the subtilisin deletant (Fig.19, MFJ248 and 249
respectively, cf. with MFJ157).
An homologous series of p820,pMJ28 and pMJ51 transformants of
MFJ157 were also tested in the OPA assay. L Broth 20h superna-
tants did not contain protease levels high enough to be detec-
ted in that assay. Protease accumulates to at least 50-100x
higher levels during a 4 day incubation in BP-X, than can be
achieved in L Broth (H. Outtrup, personal communication). In
the 4 day incubation in BP-X, it was clear that the plasmids
had been lost from MFJ157 (all transformants had the same ac-
tivity as the host). A Cm concentration of 15 pg/ml is needed
for plasmid maintenance in MFJ157, and levels had evidently
fallen too low during the incubation.
That the overproduction of exoprotease by MFJ246 was due spe-
cifically to synthesis of the Carlsberg-type subtilisin, was
demonstrated by immunodiffusion, and by direct visualization
of the protein by SOS gel electrophoresis. Fig.4B illustrates
the immunological identity of authentic subtilisin Carlsberg
("Alcalase"), and a component of the supernatant of MFJ246
(wells 10 & 12). In contrast, a supernatant containing large
amounts of the BPN'/NOVO type enzyme, did not cross-react
with the serum (overproducer MFJ135, well 9).
A band comigrating'with authentic Alcalase was seen in 4 day
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supernatants of MFJ246 (Fig. 21, lane 11). This band was not
present in samples from the host MFJ210 (lane 9). In similar
samples from strains which overproduce subtilisin from a cloned
gene (BPN' type: MFJ135, lanes 10,15; Carlsberg type: MFJ213,
lanes 8,13), the subtilisin band was by far the most prominent.
This is presumably due to degradation of other components by
the protease. This was not the case with MFJ246, and probably
reflects the very moderate increase in exoprotease production.
III.8 Mapping the Transcriptional Start & Terminator Sites
Promoter activity had been demonstrated on pMJ51 (Fig.24), but
not on pMJ28 (Fig.17) (III.7). These plasmids differ only in
that pMJ51 carries an additional 120 bp which lie upstream from
the StuI site derived from the gene-proximal seq~ences that
were cloned on pMJ2.
No promoter activity had been detected when a linker of 30 bp
was present in the StuI site (pMJ42, Fig.23), or when cloned
sequences upstream from StuI were tested on their own (pMJ33,
Fig.23). It was therefore important to ascertain where the
transcriptional start site lay relative to the StuI site, as
it seemed that sequences to either side of the site were re-
quired for promoter activity. These apparently had to be cor-
rectly juxtaposed, since the presence of linker sequences in
pMJ42 had eliminated the functional ability of the promoter.
The S1 mapping technique (Berk & Sharp,1977; principle shown
in Fig.26a&b) determines where complementarity to specific RNA
transcripts cease on a cloned DNA. It does nQt a priori reveal
a transcriptional start site or terminator.
III.8.1 Isolation of RNA from B. licheniformis Expressing
Subtilisin Carlsberg
To establish when the B. licheniformis cells began secreting
subtilisin, MFJ29 was grown in modified Schaeffer's medium,
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and the medium monitored for exoprotease production.
In the skim-milk plate assay (II.9.1.1) samples taken after T3
gave halos of proteolysis upon overnight incubation, with a
large increase at TS. In the standard Azocoll assay however
(II.9.12), the T6 samples showed no activity. At 20h of incu-
bation (approx. = T1S),'a value of 0.09 AS20 units was ob-
tained per ml supernatant. This was only c. half as high as the
exoproteolytic activity of Br subtilis reference strain MFJ93
cells grown in parallel.
Cells were thus harvested for RNA extraction during exponential
growth (at A4S0=1), at T6,and at T12.
Several methods of RNA extraction were tested. The convenient
guanidinium-CsCl method described in Maniatis et al (1982) p.
196, (but using mechanical abrasion of frozen cells in a mortar
with quartz grains) gave a poor yield, presumably due to inade-
quate cell lysis. Most recently, adaptations of this method to
Bacillus have been published. In one procedure, a prolonged in-
cubation with a high concentration of lysozyme was used (Paddon
& Hartley, 1986). In another, the cells were opened by passag-
ing twice through a French press (Ray & Haldenwang, 1986).
The method of Gilman & Chamberlin (1983) (II.G) gave high
yields (c. 500 pg from 20 ml cells). Figure 25 shows the result
of a Northern Blot (II.8.4), where the RNA preparations were
probed with the 500 bp StuI-HindIII pMJ2 fragment (Figure 10b).
Subtilisin-specific mRNA was detectable only in the samples
from T12 (lanes 5 & 6). The transcripts in lane 5 were only
clearly visible after a longer exposure, and showed signs of
degradation, presumably due to the poor ~seI preparation
that had been used. From the protease plate assay results,
specific transcripts had been anticipated at T6, but perhaps
mRNA levels were too low at that time to be detected by the
Northern blot method.
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FIGURE 25
NORTHERN BLOT
MFJ29 total RNA preparations were probed with
nick-translated pMJ21 ~t~I & HindIII 500 bp
fragment. RNA was extracted from cells harvested
at different stages of growth as described in
the text.
lane 1: exponential cells
lane 2: T6 cells
lane 3: AI BstEII labelled markers
lane 4: pBR3221 MspI labelled markers
lane 5: T12 cells, RNA treated with crude DNAase I
lane 6: T12 cells, RNA treated with Worthington
RNAase-free DNAaseI.
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The failure to obtain expression from plasmids pMJ33 and pMJ42
(III.7.4), had first led to expe~tations that the start site
for transcription would be situated relatively far from the
gene;~and near the location of the rearrangements in pMJ2. By
comparison of the mobility of the subtilisin-specific mRNA
band with the DNA markers (Figure 25), which have been calib-
rated with other well-characterized mRNAs, a size of >1.2 but
<1.4 kb was estimated (Esper Boel, personal communication>.
since the transcription terminator could be guessed at (Figure
14; III.6.4), the initiation site seemed to be in the region
of the StuI site. The transcriptional start (and stop) sites
were consequently ascertained.
II1.8.2 Locating the Transcriptional Start Site
The subtilisin Carlsberg transcriptional start was thought to
lie around the Stu1 site, from an estimation of the size of
subtilisin-specific transcripts found in B. licheniformis
(III.8.1).
The principle of the 51-nuclease mapping technique is shown in
Figure 26a&b. The 3 possible locations of a start site relative
to StuI and AvaI are considered. The formal possibility of an
in vivo transcriptional initiation site lying further upstream
than AvaI is included in Fig.26. This possibility had been ex-
cluded by the failure to bind to the Northern blot of 15-mer
NOR193, which corresponds to the sequence on the coding strand
adjacent to the AvaI site (see Fig. 14). The fairly discrete
width of the RNA band which hybridized to the Stu1-HindII1
probe (Figure 25) also argues against several distantly spaced
initiation sites.
In Figure 26(b) the broken line in each of the 3 cases depicts
the size of the 51-labeled probe fragment of the coding strand
that will be protected from digestion by 51-nuclease in a mRNA
-probe DNA hybrid. It can then be visualized on denaturing gels
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FIGURE 26: MAPPING TRANSCRIPTIONAL START SITE BY
Sl-NUCLEASE METHOD
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by autoradiography and its size compared with that of control
fragments.
Apart from MaeI, which was not available when this experiment
was started, for the purposes of l&elling a suitable probe, the
HindIII site in codon +36 was the closest, fully characterized,
and convenient restriction site downstream from ~I.
pMJ31A (Figure 24) was used to prepare the probe. HindIII-di-
gested pMJ31A was labeled by 2 standard methods. Kinase l~l-
ling (II.7.3) after phosphatase treatment (II.16), and l~l-
ling with T4 DNA polymerase (II.7.2.2) led'to insufficient in-
corporation of counts into the DNA.
Satisfactorily high specific activity after labelling at the 3'
end of the fragment was achieved by a different route, sugges-
ted by S. Hastrup (Figure 26c). Oligomers corresponding to the
sequence including, and immediately after the HindIII site were
synthesized. The 5' end of the oligomer representing the coding
strand (KFN146) was kinased to high specific activity with y-
32p_ATP, the other (KFN 145) with cold ATP. The complementary
oliqomers were annealed together (II.7.3) and ligated to the
HindIII digested pMJ31A.
Labelled fragments were isolated from gels (II.17) after StuI
or Asp718 digestion. Tne pOC18 ~718 site was used in prefe-
rence to AvaI as complete digestion (and hence qood yields)
could not be obtained with AvaI. Asp718 digestion of pMJ31A
leads to an ~718-HindIII fragment that is 6 bases longer on
the bottom strand than is the corresponding chromosomal ~I-
HindIII fragment (Figure 24). Strand separation was not per-
formed. Hybridization to the T12 RNA, and 51-digestion were
carried out as described in (II.6). The hybridization tempera-
ture was 4SoC; at higher temperatures no "protection" of
probe against 51 treatment was seen (not shown).
It is usual when "mapping" transcriptional start points to
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determine the site with an accuracy of a few bases. This is
done by running the products of chemical sequencing (II.14.1)
of the labelled probe b~side the 51-digestion products on an
analytical denaturing gel (II.12.2, see next section). As the
StuI-HindIII, and Asp718-HindIII fragments were respectively
555 and 674 bases long on the coding strand after ligation of
the labelled oligomer, this was not practicable. An attempt to
achieve a sequence -ladder" that extends so far up was a fai-
lure.
Figure 26d shows the result of the 51 analysis. From the
distance travelled by the marker fragments, which differ in
length by 119 bases, the size of the 2 strong protected bands
(shown with arrows) can be approximated. Mapped sites were es-
timated to lie respectively 49 and 63 bases downstream from
~I, but it must be stressed that this is at best an approxi-
mation. The fact that these large protected bands show up dis-
cretely suggests that their end-points do indeed lie further
apart than the 51-generated "spread- of a few bases caused by
-nibbling-, that is often seen (Hentschel et aI, 1980).This
suggests that there ~ two transcripts of different lengths.
The estimated positions of P1, P2 are shown in Figure 14, and
lie near the promoter -10 regions postulated in III.6.3. They
lie about 60 and 46 bp resp. upstream from the first ATC codon
(Figure 14).
This result is in line for those obtained for other Bacillus
genes: the B, subtilis 15P-I, a-amylase, and Br stearother-
mophilus e-galactosidase transcriptional start sites are loca-
ted 44, 30,and 28 bases from their respective translation ini-
tiation codons (Koide et aI, 1986; Lehtovaara et aI, 1984: Hi-
rata et al,1986). In B. l~cheniformis B-Iactamase, the start
site is found rather further away, viz. 166 bases from the
first codon (McLaughlin et aI, 1982).
In the case of the Be subtilis subtilisin gene, the two trans-
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cription start sites mapped 15 bases apart, and lie at the end
of the two "typical" sigma-37 -10 regions that had been iden-
tified by sequence inspection (Fig 33; Wong & Doi,1984). They
lie respectively 19 and 33 bases upstream from the initiating
GTG codon.
Thus the subtilisin Carlsberg gene, in respect of multiple
promoter sites, their close apposition to the initiation codon,
and in including a region of dyad symmetry about the promoter
(II.6.3, Figure 14), seems to resemble the homologous gene from
B.subtilis (Fig. 33). However, the determination of the trans-
criptional start site by another method gave results that con-
flict somewhat with these ( see below, Appendix 3, and Conclu-
sions) •
It seems to be quite a common feature of highly regulated genes
to be transcribed from two different start sites. This was dis-
cussed fully in I.3.
Three options are available for determining the exact subtili-
sin Carlsberg start points, now that the approximate locations
of P1 and P2 are known:
(1) the NlaIll site lying 157 bp downstream from StuI (Appendix
'2; Fig.14, positions 414-417 ) could be labeled with synthetic
linkers as performed above. 'The S1 mapping could thus be repea-
ted and chemical sequencing ladders would reveal where protec-
tion against S1 digestion by mRNA ceases.
(2) Complementary DNA could be made with reverse transcriptase
on the mRNA starting with a 51-labelled oligomeric primer syn-
thesized according to the coding strand sequence (Ghosh et al,
1978). Two labelled strands, differing in length probably by
about 10 to 15 bases, should be seen. Their lengths could be
determined by comparison with chemical sequencing ladders of a
known sequence. Alternatively, the cDNA could be isolated and
sequenced directly (This has in fact been carried out. The re-
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sults are shown in Appendix 3).
(3) The T4 DNA polymerase method of Hu & Davidson (1986) could
be applied. A single-stranded probe covering the coding strand
in the region upstream from the promoter is hybridized to mRNA.
Primed T4 DNA polymerase synthesis extends from a site upstream
only as far as the hybrid; it is blocked at the first nucleo-
tide of the mRNA. The length, or sequence, of the newly synthe-
sized strand is determined.
It is especially necessary to locate the transcriptional initi-
.tion sites precisely, in order to help assign roles to the
palindromes in the promoter region (11.6.3), and to extend our
knowlege of Gram-positive promoters.
111,8,3 Mapping the Transcriptional Terminator
Terminator mapping is based on the same principle as promoter
mapping (Figure 26b), but the problem is reversed. The coding
strand is labeled at its 31 end instead, and the size of the
labeled 51-protected fragment in the mRNA-DNA hybrid measured.
This is obviously determined by how.far the mRNA extends in the
31 direction.
A 152 bp Bcl1-BamH1 fragment, which contains the 8 C-terminal
codons of the subtilisin Carlsberg gene was labeled at the Bcll
site by" filling-out" with Klenow enzyme (11.7.2.1) and isola-
ted from pMJ26 after BamHI digestion (Fig. 17).
Hybridization at 660C to MFJ29 T12 RNA, and 51 digestion
were performed as described in 11.6, and the protected fragment
was examined on an.8\ acrylamide-urea gel (11.12.2).
Figure 27 shows the result of this analysis on a 20 cm. (Fig.
27a) and a 40 cm. gel (Fig. 27b). There was slight cross-con-
tamination from one track to another in the latter. A strong
diffuse protected band is seen (Figure 27, heavy arrow).
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FIGURE 27: LOCATION OF THE TRANSCRIPTIONAL TERMINATION
SITE
Autoradiographs of 81 digestion products on 8% dena-
turing gels. The probe was a 152 bp BcII-BamHI frag-
ment from pMJ26. The _BcII site was labelled. The se-
quence of this fragment is shown alongside 27(B) .The
terminator palindrome is shown with divergent arrows,
its axis with a cross. The termination site is shown
with small arrows.
(A) 20 cm. Gel (B) 40 cm. Gel
123 454 5
->-~
lane 1: yeast tRNA & probe/
81 digest
lane 2: probe
lane 3: MFJ29 T12 RNA &
probe / S1 digest
lane 4: probe A&G sequencing
reaction
I lane 5: probe T&C sequencing
reaction
2 3 4 5
••c
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A
A
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By comparison with the (A+G) and (T+C) chemical sequencing
ladders obtained with the probe (II.14.1), it has a mobility
between those of the labelled fragments ending just before T
and G as indicated in the known sequence (see Figure 14~, which
is displayed beside the gel . The width of this-band is about 2
nt, and is probably due to the ragged ends ("nibbling") common-
ly produced by S1-nuclease (Hentschel et aI, 1980).
The mobility of S1-digestion products (which have 3'-OH ends)
must be corrected when compared with products of chemical clea-
vage (which have 3'-P ends). The absence of a phosphate group
reduces mobility by about 1/2 nt. The chemical products also
migrate faster relative to their enzymic counterparts as they
lack both the base and the sugar moeity of the base that is
"read" in the sequence. Thus an adjustment of 1.5 bases must be
made (Hentschel et aI, 1980; Brosius et aI, 1982).
When this is done, the limit of the protected fragment is found
to lie just at the distal end of the palindrome remarked on
previously (II.6.4).
The "hairpin" structure that the DNA/mRNA may adopt thus indeed
functions as a transcriptional terminator. Such hyphenated re-
gions of dyad symmetry are typical of Gram-negative terminators
(Rosenberg & Court,1979; Holmes et aI, 1983). From an inspec-
tion of several 3' gene flanking sequences, it seems that Bac-
illus terminators typically have a palindrome of 11 to 15 resi-
dues (Wells et aI, 1983; Yang et aI, 1984, 1986; Vasantha et
aI, 1984; Stahl & Ferrari, 1984), which is similar to E.coli.
In keeping with these observations is the demonstration that ~
coli terminators can be recognized by the Bacillus transcrip-
tional machinery (Peschke et aI, 1985).
However, the subtilisin Carlsberg terminator, and at least one
other Bacillus terminator that has been mapped (Lehtovaara et
al, 1984), lack the other features of rho-independent E. coli
terminators, such as a G-rich stem and a run of T residues
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immediately after the palindrome.
In contrast, transcriptsdo end in a position corresponding to a
run of Ts immediately following a palindrome in one B.stearo-
'--thermaphilus terminator that has been studied (Waye & Winter,
1986), and in a stretch of Ts forming the distal end of a pa-
lindrome from B. arnyloliguefaciens (Kallio, 1986).
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III.9 Alternative Strategy for Cloning Genes with Strong
Promoters
Problems have been experienced in various organisms in the
cloning of genes that are either very~actively transcribed,
or whose product is lethal to the host.
In the former category, vector stability is presumably compro-
mised by the high level of transcription (Brosius, 1984).Exam-
pIes of such strongly transcribed genes include some from ~
aureus, which were successfully cloned in B. subtilis by chro-
mosomal integration, but not on multicopy plasmids (~, Saun-
ders et a~1984 a&b:~, Fahnestock et aI, 1986). The B. licheni-
formis B-Iactamase from an overproducer could be cloned in ~
subtilis on a low copy plasmid, but not on pUB110 (Imanaka et
aI, 1981).
An alternative to keeping the copy number of the cloned gene
low is to use a promoter weaker than the gene's own to stabi-
lize plasmid clones. Examples of successful application of such
a strategy in B, subtilis are S, aureus ~ (Fahestock & Fish-
er, 1986), and B, licheniformis a-amylase (Sibakov & Palva,
1984; Sibakov, 1986a). A promoter down-mutation can also render
stable cloning possible where it previously had not been eg. ~
pneumoniae mal genes in E. coli (Stassi & Lacks, 1982) and in~.
subtilis (Espinosa et al, 1984).
Placement of strong terminators downstream from the highly
expressed gene can enhance stability in E, coli (Gentz et al,
1981) .
Where a gene product is lethal to the host, various elegant
approaches have been successfully applied to either regulating,
or eliminating, phenotypic expression, and so making cloning
possible.
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For example, the lambda £II gene could be cloned in Eo coli
only when it was under the control of the repressed PL promo-
ter in a lambda lysogen (Shimatake & Rosenberg, 1981). The abi-
lity to regulate expression was also useful in the case of a
cloned vesicular stomatitis virus glycoprotein gene, which was
+under ~ control. The clone was stable in trpR , but not in
derepressed trpR- cells (Rose & Shafferman, 1981).
Potentially toxic Bacillus spp.-derived genes have been cloned
instead as the suppressor-sensitive mutant allele (B. subtilis
spoIIAC in E. coli 2YEo strain: Yudkin, 1986) or as a Tn917-
insertionally inactivated copy (from an RNAase-negative trans-
position product) (B. amyloliguefaciens extracellular RNAase
gene in Eo coli: Paddon & Hartley, 1986).
In the case of the Bo licheniformis subtilisin gene it was un-
clear why stable cloning of MupstreamM sequences in E. coli was
problematical. The level of expression of the endogenous sub-
tilisin seen in the wt Bo licheniformis host (III.8.1), and in
cloned, multicopy form in Bo subtilis MFJ246 (III.7.S) suggest
that toxicity factors other than excessive promoter activity
may playa role. However, promoter-proximal sequences had un-
doubtedly been lost in the cloning process (see Conclusions).
It would in any case have been desirable to be able to either
insertionally inactivate the gene in B. licheniformis, or oth-
erwise alter it in vitro, prior to (re)-cloning in E. coli, or
B. subtilis, possibly with the help of strong terminators (see
IV.6.1,-6.2 & -6.7 for a full discussion of the chromosomal
manipulations involved).
As the gene coding sequences were available, and the mechanisms
involved are well understood for Bo subtilis, these options
were in theory open, assuming that interaction between chromo-
somal and incoming homologous sequences takes place in B. lich-
eniformis in similar fashion.
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Hybrid plasmids carrying intact or in·vitro modified subtilisin
sequences, but which are unable to replicate in Brlichenifor-
~, could be targeted to the chrocosomal locus, and integrated
there (Niaudet et al,1982; Ferrari et al,1983). Appropriate in
vivo recombinations, or in vitro excision of sequences inclu-
ding the integrated plasmid, followed by propagation in Er coli,
would respectively yield a strain with an inactive subtilisin
gene or a plasmid clone carrying the desired sequences.
The targetting,integration excision approach has been success-
fullY'applied to the cloning of the ~ gene, ~ and Brsub-
tilis subtilisin flanking sequences (Lampe & Bott 1984; Smith
et aI, 1985; this thesis, IV - resp.).
However, since in my hands transformation of Br licheniformis
was not successful (see Appendix 4), these approaches were
abandoned in favour of the development of an integrable, sensi-
tive, promoter-cloning vehicle for Br subtilis, pMJ50. This is
described below, and is of general applicabiliti provided that
species-specific factors are not required for detectable pro-
moter activity.
A recent report describes the construction of a similar system,
but using phage 0105 as the vector, and a promoterless amylase
gene (Seki et aI, 1986).
III.9,1 Construction of pMJSQ, the Promoter Cloning vector
This approach involved the synthesis of a plasmid carrying a
Gram-negative origin of repli~ation, a selective marker which
could be expressed in both Et coli and B. subtilis, a promo-
terless gene preceded by a unique cloning site, whose gene
product is easily screened for in B, subtilis, whose expression
is dependent only on the activity of a promoter which can be
inserted at the unique site and, a B, subtilis-derived gene was
included to provide homology with the chromosome and thus tar-
get the nonreplicable plasmid to an integration site. As a pre-
caution strong E, coli transcriptional terminators were cloned
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behind the promoterless gene.
The resulting plasmid, pMJSO, is depicted in Figure 28. Note
the stop codons in all 3 r~ading frames before the ~ RBS.
(Not all restriction sites are shown).
The component parts of the plasmid were derived as follows. The
~ was derived from pBR322. The CAT gene served as selective
marker for Be subtilis transformation. The xylosidase gene of
Be pumilus from which the promoter had been removed leaving a
unique CIaI cloning site was kindly provided by Sven Hastrup.
The homologous subtilisin gene was used to allow integration
into the chromosome. The Ee coli SSRNA, which is followed by 2
strong terminators, which also function in B, subtilis, was
utilized.
To facilitate the construction, a pOC18 derivative (pMJ43) with
(inter alia) ClaI and StuI sites in the polylinker was used.Af-
ter linearization with CIaI and StuI, the vector was treated
with phosphatase to reduce recircularization (II.16).
Plasmid pMJ15 (IV, Fig.36a) was modified by filling out the
unique ClaI site located between subtilisin and CAT genes to
permit isolation of a BamHI-AccI fragment from the modified
pMJ1S[ClaI].
After ligation of the 4 fragments indicated in the diagram, ~
~ competent cells were transformed and ApR transformants
selected. These were replica-plated onto fresh Ap and Cm plates
containing repectively 100, and 6 pg/ml of antibiotic. A high
proportion of transformants were CmR.
Plasmid was extracted from several such colonies and the con-
struction verified with 5 different restriction enzymes as that
indicated in Fig.28.
- 184 -
FIGURE 28: STRUCTURE OF pMJ50, AN INTEGRATIVE, SINGLE
COPY PROMOTER CLONING VECTOR
\
le 1
~ B.pumilus xylosidase gene (promoterless)
on 2kb ClaI-NsiI fragment from pPX7
T1T2 ~ SS RNA gene and terminators
on 6S0bp PstI-BamHI fragment from pSX68
CAT chloramphenicol transacetylase gene
SUB B.subtilis subtilisin gene
CAT, SOB on 3.6kb [AceI) -BamBI fragment
of pM.J1S [ClaI)
pMJ43 moeity= pUC18 derivative with altered
polylinker. Linearized with StuI and ClaI.
C ClaI unique promoter cloning Site
B BamBI
[X) filled-out siteX
NIP NSiI/PstI junction
SIrA) Stull I xee r]junction
SEQUENCE DOWNSTREAM FROM UNIQUE CIaI SITE SHOWING
STOP CODONS BEFORE xynB INITIATION CODON (S. Hastrup)
CIaI
ATCGATCATATGGATGATTTTAAAATGTAGGTCGTGAAAGAGGAGGAAGTTGAATG-- -- --
XynB
+1
-_
III.9.2 Testing pMJ50 by Cloning a Characterized Promoter
Fragment into the CIa! Site
Xylosidase is produced by B. subtilis wt only in response to
the presence of its substrate xylose. A B. subtilis mutant has
been constructed which has a 4 bp deletion in xynB, and in
which xylosidase activity consequently cannot be induced (SHa28
= MFJ210).
Xylosidase production in cells growing on a plate can be detec-
ted with a very sensitive fluorescent probe MUX, which is spray
ed on to the cells (II.9.2).
MFJ210 cells transformed with pMJ50 (CmR selection) should not,
and do not, display a Xyl+ phenotype. Recombination between the
defective B. subtilis host ~ gene (which nonetheless has a
functional promoter) and the plasmid-borne B. pumilus ~,
which lacks a promoter, is unlikely to occur since insufficient
homology 'exists between these genes. No conversion of the Xyl
MFJ210 to a Xyl+' phenotype has been observed among the several
thousand pMJ50 transformants screened.
The copy number of pMJ50 should be one, or close to one, per
chromosome, especially if the antibiotic pressure is removed
after establishment of the transformants. Loss of the integra-
ted plasmid should not occur (Yang et aI, 1986; Janniere et aI,
1985). If a promoter is cloned into the ClaI site of pMJ50, ex-
pression of xylosidase will depend on the characteristics of
that promoter.
The a-amylase promoter was used to test the pMJ50 system. Non-
induced expression of xylosidase would thus be expected in
stationary phase (III.7.3).
The c. 180bp B. stearothermophilus a-amylase promoter was iso-
lated from pMJ32 (see Fig. 18). The plasmid was linearized at
the EcoRI site, the ends filled out and ClaI linkers ligated
on. Digestion with ClaI thus freed the promoter from the rest
- 185 -
-.,_
of the plasmid on a small ClaI-ended fragment. The digestion
mixture was ligated to pMJ50 that had been linearized with
ClaI. E. coli MFJ233 cells were transformed, and plasmid was
prepared from total ApR transfo~mants (this passage through
E. coli was performed in order to generate covalently closed,
circular, amplified, DNA for the relatively inefficient inte-
gration step). This DNA was used to transform MFJ210. cm6R
transformants were sprayed with MUX and visualized under UV
light. ~. subtilis wt (on plates +/- xylose) and MFJ210(pMJ50)
served as controls. Negatives (wt~ MFJ239 = MFJ210(pMJ50); most
of the transformants) appeared yellow. The positives (wt on
xylose, a few MFJ210 transformants) appeared as blue fluores-
cent colonies. One such Xyl+ transformant (MFJ240) was reiso-
lated (in the absence of em, in order to lower copy number to
c. 1) •
MFJ240 was checked to ascertain whether the xylosidase activity
detected in the MUX as~ay was due to recombination of pMJ50 with
the defective xynB locus, which could result in a functional xynB
gene, or due to the cloning of the a-amylase promoter in front
of the ~ promoterless gene, as intended.
If recombination within ~ had taken place, the xylosidase
activity would be dependent on xylose induction, and be detec-
table during vegetative growth, as it is in the wild-type (cf.
Fig. 22; kinetics of xylosidase induction in MFJ93). If, on the
other hand, the cloned amylase promoter was responsible for the
Xyl+ phenotype of MFJ240, the xylosidase activity would be
expressed (only) in stationary phase, even in the absence of
xylose.
The Xyl+ MFJ240 transformant was consequently grown in L
Broth in the presence of, and absence of 0.2\ (w/v) xylose.Sam-
ples of culture were taken regularly and assayed for xylosi-
dase activity with PNPX (II.9.2). As a control, the Xyl
MFJ239 = MFJ210(pMJ50) was treated in parallel. The results
(Fig. 29) show unequivocally that xylosidase activity, regard-
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FIGURE 29: XYLOSIDASE GENE COMES UNDER CONTROL OF
PROMOTER CLONED INTO UNIQUE ClaI SITE OF INTEGRATIVE
PROMOTER CLONING VECTOR pMJ50
The cells were inoculated 1:100 from a fresh LBroth
overnight culture and grown in LBroth with or with~
out 0.2% xylose. Samples were taken and assayed for
xylosidase activity with PNPX (see II.9.2), for 1.5
hours at 37oC, at various times as indicated.
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less of the presence or absence of xylose, is observed only in
stationary phase with MFJ240. The control MFJ239 displays no
xylosidase activity under any of the conditions tested. The
small amount of colour formation in the 24 hour samples may be
attributed to degradation of PNPX by other enzymes, or by spon-
taneous breakdown of the substrate.
It has not yet been confirmed by Southern hybridization that
integration of pMJSO was at the subtilisin locus, and that co-
py number was close to 1, but experience with similar plasmids
make it most likely (IV).
It was concluded that pMJ50 indeed performs as intended, and
can be used as a single copy promoter cloning vehicle.
The plasmid could be improved upon: the frequency with which
integrants were obtained was rather low. For example, a ts ori-
gin of replication to allow plasmid establishment in the cell
prior to integration (Prozorov et al, 1985), might be benefi-
cial. The E. coli passage could then possibly be dispensed with.
While it is not certain that the difficulties in cloning the
sequences 'upstream from the Br licheniformis subtilisin gene
were due to strong promoter activity, pMJSO might be useful for
cloning the promoter-proximal region which could not be isola-
ted in this study (cf. III.S). The upstream DdeI-EcoRI 0.9 kb
fragment (Fig.11b) would be a candidate for cloning in pMJSO
with the help of ClaI linkers.
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Chapter IV: Cloning a Gene for Subtilisin NOVO/BPN' and
Generation of a B. subtilis Subtilisin peletant
IV.1 Why the Gene for Subtilisin BPN' was Cloned
The cloning of this gene was undertaken for several reasons.
There was the then outstanding question of ~ubtilisin's role in
sporulation to be resolved (see I.2.2.4). Modification of the
properties of the enzyme has been a goal for many academic and
commercial groups (see 1.2.2.3 & -4).
However, the main motivation here was to use the cloned gene,
altered in vitro, to generate a defined subtilisin deletion
mutant of B. subtilis (specifically, of the Novo Laboratories'
reference strain ON497 = MFJ93). This would be one step towards
creating a well-defined low-protease producing host which could
be used for the synthesis of foreiqn gene products. An attempt
to make such a mutant had been carried out in these laborato-
ries using the cloned subtilisin gene from B, amyloliguetaciens
but had failed (personal communication, B. Oiderichsen). The
85\ homoloqy that exists between the subtilisin coding sequen-
ces from the 2 strains (Wells et al, 1983) apparently was. in-
sufficient for the required recombinational events to occur.
The fully homologous gene had thus to be cloned.
At the time the work was embarked upon, reports of the cloning
of the B, amyloliquefaciens qene were available (Wells et aI,
1983; B,Diderichsen, personal communication), and there had
been mention of the cloning of the B, subtilis gene, though its
sequence had not yet been published (Wells et al, 1983). It ~as
becoming clear that the cloning of the subtilisin gene from a.
licheniformis was not following the straightforwardprogress in
my hands that others had experienced with other Bacillus spp.,
so it was decided to clone the gene from B, subtilis.
~: While it is clear that B, subtilis 168 synthesizes an
Amylosacchariticus enzyme (Fig,1), this will be referred to
here as NOVO/BPN' type. The enzyme belonqs to the BPN' immu-
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nological group, and has one additional AA at position +56,
compared with the Carlsberg-type enzymes (see also I.2.2.1).
!V.2 Outline of Cloning Strategy
As described below, specific fragments were identified in Sou-
thern blotting experiments, and cloned on a high copy number
plasmid in E. coli. Colonies were screened with a specific
probe. The cloned fragment was transferred to a Gram-positive
vector, then transformed into B. subtilis, where the cloned
subtilisin gene was expressed.
ry.3 Chromosomal Mapping; Selection of Subtilisin-specific
Fragment for Cloning
Chromosomal DNA was prepared from B. subtilis MFJ93 and diges-
ted with enzymes for which cloning sites existed in the Gram-
positive and -negative vectors that were readily available .
IV.3.1 Use of Heterologous Probes
In an initial blotting experiment, DNA from Br subtilis and ~
licheniformis was probed with a fragment from the cloned ~
amvloliguefaciens subtilisin gene (kindly donated by S~rge Di-
derichsen). As the'hybridizing fragments in the B. lichenifor-
~ digests were of similar size to those previously identified
using the Carlsberg-specific oligomers, it ~as clear that the
homology between the 3 strains was great enough to allow the
use of either a S. amyloliguefaciens- or a B. licheniformis-
derived subtilisin fragment to probe for the B. subtilis sub-
tilisin. In later experiments these fragments were used inter-
changeably (3ee Fig. 30a).
Br amyloliguefaciens is more closely related to B. subtilis
than is B. licheniformis: at any rate, with respect to GC con-
tent and the type of subtilisin the strain secretes (Marmuret ai,
1963; Welker & Campbell, 1967; Keay & Moser, 1969). The situa-
tion is, however, reversed with respect to a-amylases. ~ and
~ are homologous, but unrelated to the amylase of B. subti-
~ (Gray et al,1986). It had been mentioned in Wells et al
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(1983) that the B. subtilis and ~. amyloliguefaciens subtilisin
genes show c. 85\ homology throughout the coding sequences,
including the pre-pro region.
An upstream fragment from the B. amyloliguefaciens clone was
used as a MS' probe". This ClaI 1.5 kb fragment is indicated in
Fig.30a and covers a large region upstream, the prepro-, and
mature sequences up to the codon for AA +35. It thus carries
approximately 26\ subtilisin coding sequences. However, when
the fragment was tested in hybridization against similar a-
mounts of B, amyloliguefaciens and B. subtilis DNA, the signal
from the latter was disproportionately weak, and the use of
this probe was abandoned.
This was surprising in the light of the information given ab-
ove,and probably accounts for the failure to obtain a subti-
lisin deletion mutant in B, subtilis using material from this
B, amyloliguefaciens clone. Southern blotting revealed that
this clone differed in many respects from·that reported by
Genentech (Wells et al, 1983), including the relative disposi-
tion of EcoRI, BamHI, ClaI and PvuII sites around the gene
(data not shown). These differences must be attributed to ~
amyloliguefaciens strain variation. The cloned fragments uti-
lized here were shown to correspond to the chromosomal sequen-
ces by restriction mapping.
IV,3,2 Preliminary Chromosomal Map
With the first blot it was established that while ~oRI and
ClaI alone gave probe-specific fragments of 6.9 and 3.5 kb
respectively, a double digest showed only a 2.6 kb fragment,
thereby establishing the close proximity of E£QRI and ClaI to
a gene of estimated size around 1.5 kb.
Attention was therefore focussed on double digests of each of
these 2 enzymes in combination with another, and a provisional
restriction map was built up. It was then tested with the ap-
propriate combinations of other enzymes. A schematic repre-
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FIGURE 30: RESTRICTION MAPPING THE B. subtilis
SUBTILISIN LOCUS
(A) HETEROLOGOUS PROBES
The size, in bp, of each fragment is shown,
as well as the region of the polypeptide it
encodes (AA number) .
~I EeoR I Bel I500
~ B. 1ieheniformis
AA+96 AA+266
Cla I 700Bc1 I1500
B. amv101iquefaciens
AA+35 AA+266
(B) RESULTS OF SOUTHERN ANALYSIS
ENZYMES Size of specifically
hybridizing fragments (kb)
Sph I very largeEcoR I 6.9CIa I 3.5Bel I 4.2Pvu II 3.1Hind III 1.1
EeoR I + Sph I 4.2EeoR I + CIa I 2.6CIa I + Pvu II 2.5EcoR I + Pvu II 1 .7Hind III + Pvu II 0.7 + 0.4 (faint)
Furthermore,
the EcoR I fragment was not cut by BamH I, Pst I
the CIa I fragment was not cut by BamH I Pst I
the Hind III fragment was not cut by EeoR I, Cl~
or Sal I
Sal I or Bell
I, or Bel I
(C) ,RESTRICTION MAP OF SUBTILISIN LOCUS
These results were combined to give the following coherent map
kb
IZ::zJ approximate probe target
~ fragment to be cloned
E H P H C S EP C
5.3 8kb
Note: The Bel I sites were not placed. The relative positions of
the Hind III sites with respect to Pvu II were not certain, but
the relative intensity of the small Pvu II-Hind III bands as well
as the fact that only one band is seen with CIa I + Pvu II was
suggestive.
sentation of all the results, together with the deduced map is
shown in Figs.30b & c resp.
The fact that ~II evidently cut within the area covered by
the probe fragments, and" the distance from ClaI, and EcoRI, to
PvuII meant that the ClaI-~RI 2.6 kb fragment chosen to be
cloned could carry sequences long enough to include the whole
gene regardless of whether the larger portion of the probe an-
nealed to the right of the PvuII site, rather than to the left
as it has been drawn in Fig. 30c. The relative intensities of
the 2 PvuII-HindIII fragments, and the fact that in the ClgI &
PvuII digestion only a 2.7 kb band was seen, account for the
positions of the HindIII sites, and the probe target area rela-
tive to PvuII being assigned as in Fig. 30c.
Iy.3.3 Details of the Cloning Procedure
The procedure is shown diagrammatically in Fig. 31a.
DNA fragments: B. subtilis MFJ93/ClaI&EcoR~ 2.6 kb fraction.
Vector : pBR322/ClaI & EcoRI (ClaI-pstI-EcoRI)
The chromosomal DNA was size-fractionated twice in order to
enrich for the desired sequences: 200 pq DNA was diqested with
EcoRI after which a fraction around 7 kb was isolated. Once
these fragments had been purified and digested with ClaI, frag-
ments of approximately 2.6 kb were isolated. The size-fractio-
nation was performed on 1\ low melting temperature agarose
gels. About 20 fg of DNA was loaded per slot, and the gels run
slowly at 30V overnight. DNA was extracted from agarose by phe-
nol extraction ir.0.5 M NaCl of the melted gel after 1-fold di-
lution with TE buffer.
The survival of probe-hybridising sequences was monitored
throughout the work-up and the yield estimated to be about 3
fg DNA, of fragment size 2.3-3.5 kb.
To eliminate background transformation by non-recombinant plas-
mid, the pBR322 vector DNA was prepared as two fragments, which
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FIGURE 31: CLONING OF B. subtilis SUBTILISIN GENE
(A) CLONING PROCEDURE? Cl_I
PatI//r'
""l"
B aubt.1U.========== ehromo.omal DNA
1
EcoR I 1kb
fraction
pBR322
fragments
EeoR I- Cla I
2.6kb fraction
tr.ll.for"'~
1
sc reen colonie. with o11qomer.tc probel
(B) HYBRIDIZATION -POSITIVE COLONIES
All the colonies that hybridized to probe
were found to contain the cloned 2.6kb sub-
tilisin fragment.
(C) SUBTILISIN CLONE pN47.11
pN47.11
5.9·kb
c::J B subtl.is 1.6kb E3 SUbtiisln COding .. quencc
would only be able to circularize during ligation by the in-
clusion of a donor fragment (Fig. 31a). Consequently, 2 equal
portions of pBR322 DNA were digested with ~I & ~.RI, ~I &
.~I and the 752 bp (~I & ~RI) and 3586 bp (~I & ClaI)
fragments isolated on agarose gels and electroeluted.
Approximately equal amounts of donor and vector DNA were li-
gated, and MFJ92 competent cells transformed. 10 of the 2600
transformants obtained were picked at random. Plasmid DNA was
prepared from them and restriction digestion with ~I, using
pBR322 as a control, showed that at ·least 9 were recombinants.
IV.3.4 Results of Screening for Subtilisin Clones
The transformants were screened by colony hybridization. Ap-
proximately 1000 colonies were picked out in a grid on fresh
plates, 100 per plate, and replica-plated. Colonies from one
plate of each pair were transferred to Whatman nr. 540 filters
and processed as described in II.8.2. A satisfactorily low
background could not be achieved in my hands using the hetero-
logous subtilisin gene fragments that had been labelled'by
nick-translation as probes. Instead, kinased oligomers that
had been used to screen for the B.amyloliguefaciens gene (by
B.Diderichsen), were used. The oligomer mix was as shown below
and corresponds to all permutations for the coding strand from
a position corresponding to AA+117 to +121:
This would have a TO of 34-40oC. An incubation and wash temp-
erature of 280C was shown to give good results both using the
B. amyloliguefaciens clone as a control in colony hybridization,
and in Southern blotting with B. subtilis DNA.
Seven positive colonies were identified among the transformants
with the oligomer (e.g.Fiq.31b) and rechecked in colony hyridi-
zation . As positive controls the B. amyloliguefaciens clone in
both a dam+ E. coli strain, and ~- MFJ92 cloning host was
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used. The B. licheniformis clone in the dam- MFJ92 host served
as a negative control.
This showed clearly that the signal from plasmid in the ~-
host was poorer than from the dam+ wild-type (no~ shown). 24h
amplification on chloramphenicol was essential for any signal to
be seen at all from the mutant. Had I been aware of this at the
outset such a strain would not have been used as the cloning
host. Presumably the poor hybridization is due to inadequate
lysis. There are anecdotal reports of poor plasmid yields from
dam- strains which could also be attributed to poor lysis. In
my hands though, plasmid yields from dam+ and dam- strains are
comparable. Upon rechecking, the seven transformants were again
positive. Plasmid was prepared from all seven and analysed in
restriction digests.
Five of the seven were identical, and restriction patterns con-
formed exactly to what had been deduced from Southern blotting
experiments. The two remaining clones contained, in addition to
the desired subtilisin fragment, other fragments.
The location of the 2 HindIII sites relative to ~lI was de-
termined by excision of'an EcoRI-PvuII band followed by HindIII
digestion and determination of the sizes of the ~I-HindIII
products. Neither of the 2 Bell sites that could not be located
on the chromosomal map was found to lie between EcoRI and CIa I
(data not shown). One clone, containing pN47.11, was chosen for-
further experiments. A map of this plasmid is shown in Fig.31c.
IV.4 Sequencinq the B. subtilis MFJ93 subtjlisin Gene
IV.4.1 sequencjng Strategy & Results
The sequencing strategy is illustrated in Fig. 32a.
The plasmid pN47.11 was cut with HindIII and the ends labelled
by filling out with Klenow enzyme as described in 11.7.2. After
EcoRI and Pvu1I digestions respectively, the 1100 bp Hind1II-
~R1, and 700 and 400 bp Hind1II-pvuII fragments were isolated
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FIGURE 32
PARTIAL SEQUENCE OF SUBTILISIN BPN~GENE
+---+ bases read
H = Hind III R = EcoR I P = Pvu II C = Cla I
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G
on 1.5\ aqarose qels.
Maxam and Gilbert sequencinq reactions were carried out as des-
cribed in II.14.1,'and the products analysed on denaturing 8\
and 20\ qels (II.12.2).
In Fiqure 32a the number of bases read with certainty from the,
gels is indicated. Figure 32b shows part of the autoradiograph
of a 20\ qel covering the reqion of the 1100 bp fraqment coding
for Ile+35 to Arq+45. Read from top to bottom, the sequence on
the non-codinq strand is obtained. Also shown in the !iqure is
the region of the 700 bp fraqment corresponding to the coding
strand for Ser+53 to Gly+65 (from bottom to top).
These assiqnations were made by comparison with the published
amino acid sequence (Markland and Smith, 1971). The proximal
HindIII site was thus shown to lie between codon +48 and +49.
IV.4,2 Comparison of the Clone with Others from B,subtilis;
Identification of Up- & Downstream HindI!I Fragments
Shortly after these sequences were obtained, the sequence of
the entire cloned gene of S, subtilis 168 was published (Stahl
& Ferrari, 1984). Their sequence is shown in Figure 33. Those
bases I had determined (from codon +26 to +83) (boxed in Fiq.
33) proved to be identical to their sequence. As indicated in
the figure, there is a PvuII site'in codon +273, ie.673 bp
from the proximal HindI!! site. From chromosomal mapping and
analysis of clone pN47.11 the lonqer HindllI-pvuII fragment- -had been estimated to be 700 bp, which aqrees very we~l. In
addition, the only ~I site(s) in the subtilisin moeity of
pN47.11 was at a position consistent with the closely spaced
~I sites shown in Fig.33.
Just prior to publication of the above-mentionedpaper, Wonq et al
(1984) reported the sequence of a cryptic S, subtilis HindII!
1.25 kb fraqment which showed stationary phase promoter acti-
vity in combination with a promoterless CAT gene. This sequence
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FIGURE 33 SEQUENCE OF THE SUBTILISIN GENE OF
B. subtilis 168
From Stahl. and Ferrari (1984)
A -35 -35 -10
-l.- -- -- GGATATACCTAAATAGAGATAAAATCATCTCAAAAAAATGG~TAAAATATTATTCCATeTATTACAATAAATTCACAGAATAGTCTTTTAA&TAA~
~
P1 -10 P2 -100 0
~ fH~t Arq S~r Lys Lys L~u Trp 11. Ser Leu Leu Phe AI. Leu T~r Leu
CT CTCTGAATTTTTTTAAAAGGAGAGGGTAAAGA GTG AGA AGC AAA AAA TTG TGG ATC AGC TTG TTG TTT GCG TTA ACG TTA=- - + - - - _.---- •-90 ~ -80 -70
lIe Phe Thr ~et Al. Phe Ser Asn ~et Ser AI, GIn Al. Al. Gly Lys Ser Ser Thr Glu Lys Ly. Tyr TIe y,l
ATC TTT ACG ATG GCG TTC AGC AAC ATG TCT GCG CAG GCT GCC GGA AAA AGC AGT ACA GAA AAG AAA TA~ ATT GTC
101
185
260
-60 _50
Gly Phe Lys GIn Thr ~et Ser Al. Met Ser Ser Al. Lys Lys Lys·Asp Y.l lIe Ser Glu Lys Gly Gly Lys y,l
GGA TTT AAA CAG ACA ATG AGT Gce ATG AGT Tee Gce AAG AAA AAG GAT GTT ATT TCT GAA AAA GGe GGA AAG GTT
-40 0 -30 -20
Gin Lys Gin Phe Lys Tyr V.l Asn AI. AI. AI. AI. Thr Leu Aso Glu Lys AI. V.l Lys Glu L~u Lys Lys Aso
335 CAA AAG eAA TTT AAG TAT ~ GCG GCC GCA GCA ACA TTG GAT GAA AAA GCT GTA AAA GAA TTG AAA AAA GAT
-10 ~I I 10
Pro Ser V.l AI, Tyr V.l Glu Glu Aso ~is lIe AI. ~i. Glu Tyr AI. GIn Ser V.l Pro Tyr Gly 11. S.r GIn
410 CCG AGC GTT GCA TAT GTG GAA GAA GAT CAT ATT GCA CAT GAA TAT GeG CAA TCT GTT CCT TAT GGC ATT TCT CAA
485
20
Ll e Lys AI, Pro AI. Leu His Ser GIn Gly Tyr Thr
ATT AAA GCG CCG GeT CTT CAC TCT CAA GGC TAC ACA Gly Sor Asn V,I Lys V.l Al.GGC TCT AAC GTA AAA GTA GCT
r-------rn---------- H
AlaVSer
GCA AGe
SO
Ph. V,I Pro Ser Glu
TTC GTA CCT TCT GAA560
Pro Aso Leu A'n V,l Arg Gly Gly
CCT GAC TTA AAC GTC AGA GGC GGA
Gly Th~ His Y~l AI. &1)' Thr lIe AI. Ala Leu Asn Asn Str tIe
635 GGT ACG CAT GTA GeC GGT ACG ATT GCC GeT CTT AAT AAC TCA ATC
90 100
Pro Sor AI. Sor Leu Tyr AI. V.l t y s V.l Leu Aso Se r Thr Gly Ser Gly GIn Tyr Sor Tro l1e lIe Asn
710 CCA AGC GCA TCA TTA TAT GCA GTA AAA GTG CTT GAT TCA ACA GGA AGC GGC CAA TAT AGC TGG ATT ATT AAC
120 130
Ll e Glu Tro AI. 11. Ser Asn Asn Het Aso V,l Tie A'n Met Sor Leu Gly Gly Pro Thr Gly Sor Thr AI, L,u
785 ATT GAG TGG GCC ATT TCC AAC AAT ATG GAT GTT ATC AAC ATG AGC CTT GGC GGA CCT ACT GGT TCT ACA GCG CTG
;.0 150 160lys Th,. Val v a l !.,,: .ys All Val Se~ Se~ Gly I l e VII Val All All All All Gly A," Glu Gl')' Se-~ Se~ Gly
860 AAA ACA GTC w' .'l ~.A GCC GTT TCC AGC GGT ATC GTC GTT GCT GCC GCA GCC GGA ~C GAA GGT TCA TCC GGA
935
~~o 180
Se~ Th~ St~ Tnr Val Gly Tv~ p~o Ala ly' Tyr P~o Se~ Th~ tie Ala Val Gly AI. Val A~n Ser Se,. Asn Gl~
AGC 'C~ AGC Ae. GTC GGe TAC ccr GCA AAA TAT CCT rCT ACT ATT GCA GTA GGT GCG GTA AAC AGC AGC AAC CAA
•
1010
190 ZOO 210
Ar9 Ala Ser Ph! Ser S!~ Ala Gly Se-r Glu leu ",sp Val Met Ala Pro Glv Val Se,. lie Gl" Se~ Th,. leu PrO
AGA GCT TCA TTC TeC AGC GCA GGT TCT GAG CTT GAT GTG ATG GCT CCT GGe GTG TCC ATC CAA AGC ACA CTr eCT
120 ZZI 230
Gly Gly Tn, lyr Gly AI, Tyr Asn Gly Thr S.' M.t AI. Thr Pro His Val AI, Gly AI, AI, AI, L.u 11, Leu
GGA GGC ACT lAC GGC GCT TAT AAC GGA ACG TCC AlG GCG ACT CCT CAC GTT GCC GGA GCA GCA GCG TTA ATT CTT1085
1160
Z40
S~r lys His Pro Thr Tro Thr Asn Ala Gin Val Arq ASD
TCT AAG CAC CCG ACT TGG ACA AAC GCG CAA GTC CGT GAT
HO It
Ph. Tyr Tyr Gly Lys Gly Lou 11. Asn v.1 GIn AI. AI. AI. GIn ~C
TTC TAC TAT GGA AAA GGG TTA ATC AAC GTA CAA GCA GCT GCA CAA TAA--;.:--
Z50 260
Arq leu Glu Ser Th,. All rhr Ty,. Leu Gly As" Se~
CGT TTA GAA AGC ACT GCA ACA TAT CTT GGA AAC TCT
1235 TAGTAAAAAGAAGCAGGTTCCTCCATACCTGCTTC
+
TTTTTATTTGTCAGCATCCTGATGTTCCGGCGCATTCTCTTCTTTCTCCGCATGTTGAATCCGTTCCATGATCGACGGATGGCTGCCTCTGAAAATCTTC
-::::==-
1418 ACAAGCACCGGAGGATCAACCTGCTCAGCCCCGTCACGGCCAAATCCTGAAACGTTTTAACACTGGCTTCTCTGTTCTCTGTC
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subsequently proved to be the promoter-proximal half of the
subtilisin gene, and was identical to the corresponding portion
of Stahl and Ferrari's clone. By deduction, mo;.t of the Wong
sequences should also be present on clone pN47.11 (see below).
Having pinpointed the proximal HindIII site by sequencing, it
is clear that sequence data obtained from the distal HindIII-
PvuII 400 bp fragment must lie well downstream of the gene (see
Fig. 32a). There was no open reading frame covering the whole
of the 127 bp obtained on either strand, and it showed no stri-
king features such as AT- or GC-richness, repeats, hairpins
etc.
Having oriented the gene on the clone, and found it to be appa-
rently identical to the 2 clones mentioned above, no further
sequencing was undertaken.
When the entire cloned fragment from pN47.11 was used to probe
a chromosomal HindIII digest, three hybridizing bands are seen
(Fi gu r e 38) . '
The 1.1 kb fragment, the target for the heterologous and oligo-
meric probes used before is of course present. In addition,
there is a slightly larger band which must correspond to Wong
et aI's 1.25 kb promoter-proximal fragment. The third band at
2.3 kb must accordingly be the downstream fragment, which one
would expect to see on account of the overlap of clone pN47.11
with the distal HindIII site (see Figure 32a).
There was the possibility that this represented incomplete
HindIII digestion (i.e.1.1 kb + 1.2 kb = 2.3 kb). In later
experiments this was shown not to be the case. The upstream
Hin~III site was later cloned together with apprvx.1.4 kb of
DNA flanking the pN47.11 clone in chromosomal integration/ex-
cision experiments in B. subtilis and subsequent recloning in
E, coli, and shown to lie approx. 150-200 bp from the EcoRI
site, as expected (pMJ22), confirming that the c.1.2 kb HindIII
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band lies upstream.
As further sequencing seemed unnecessary in view of the coin-
cident publication of the sequences cited above and the appa-
rent identity of these with the pN47.11-carried gene, expres-
sion experiments, and the generation of a subtilisin deletion
mutant of B. subtilis were undertaken directly.
IV.S Expression of the Cloned Gene in B. subtilis
IV.S.1 Recloning on a Gram-Positive Vector
The 2.6kb ClaI-EcoRI fragment carrying the gene and about 600bp
upstream was recloned on p1050, a pBD64 derivative of B. Dide-
richson. It was inserted between adjacent EcoRI and Cla1 sites
in the vector polylinker. To facilitate the cloning, the vector
was supplied in two individually isolated fragments (~RI-
~I: ~I-Cla1: see Fiq.34a). The resulting plasmid was called
pMJ6.
IV.S.2 B.subtilis pMJ6 Transformants Overproduce Subtilisin
B. subtilis cmR transformants overproduce subtilisin.
This was evident from the large halos about colonies on skim-
milk plates (11.9.1.1: Fig.19: MFJ135 vs. MFJ93).
Extracellular protease was estimated with Azocoll as described
in 11.9.1.2, and production monitored during growth (Fig.34b).
Medium and inoculation were as described in 111.7.2.2. Wild-
type MFJ93 and transformant MFJ135 were compared. Note the dif-
ferent scales on the ordinate axis. In the case of the ove~-
producer MFJ135, a 3-fold smaller sample volume was used (viz.
0.15 ml), and the results are shown uncorrected for this dif-
ference.
Samples of supernatant were also tested for protease activity
at 12h, and 20h of incubation, and results are shown below:
- 196 -
FIGURE 34
(A) TRANSFER OF CLONED B. subtilis SUBTILISIN GENE
TO GRAM-POSITIVE VECTOR FOR EXPRESSION STUDIES
R subtilisin C
EcOR 1- Cla I fragment of
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~coR 1- 8gl I and 1.4kb
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(B) OVERPRODUCTION OF SUBTILISIN FROM CLONED GENE
MFJ93 was transformed with a plasmid carrying the
cloned subtilisin gene. The CmR pMJ6 transformant,
MFJ135, overproduces serine protease. Culture medium
was sampled, and exoproteolytic activity measured at
different times during growth, as described in the
text.
1D '0
.~ --MFJ 93 /x MFJ
/?
I
x
I/
0.01 '.21
~ ."
i i t 0.1.
0< ! " !~ . ~ :;:.
.so s .$0 " •~,I
i O.(lOS to.2$ .n / ! e. ,.
I
..
/ / ' •• 1." I I .'0 ~/~ x
1
0.'.x 0.00
t. r, ~2 " 't. '$ 't. .., '2 ') 't. 'to
Table 9: Overproduction of Serine Protease by MFJl35
MFJ93 MFJ135
A520 Resid.Act. AS20 Resid.Act.
12h (total) 0.040 0.353
20h (total) 0.083 0.475
+ PMSF . 0.016 19\ 0.002 <0.1\
+ EDTA 0.044 53\ 0.446 94\
_~: The sum of activities obtained in the presence of the
inhibitors does not match the total. This problem is discussed
later. From the table, it is clear that the majority of the
extra protease secreted by MFJ135 is PMSF-inhibitable and EDTA-
resistant, just as expected for specific overproduction of sub-
tilisin. Overproduction relative to the untransformed wt is
about 30-fold, and is due to expression of the multiple copies
of the cloned gene.
Even though exoprotease production by MFJ135 is so high, act-
ivity is detected only after stationary phase has been reached
ie. after To' This restriction of subtilisin activity is
due to transcriptional control by inter alia minor sigma fac-
tors, and probably catabolite repression, (see discussion in
Chapter I), and parallels the results of others (Ferrari et
al,1986).
The promoter region of the B. subtilis 168 subtilisin gene has
been characterized as far as transcriptional initiation sites
are concerned (Wong & Doi, 1984; I.3.5.4; Fig. 33).
~6 Generation of a B,subtilis Subtilisin Deletion Mutant
It is possible to alter a cloned gene in vitro and exchange the
altered copy for the wild-type allele in the donor organism.
IV.6.1.1 "Classical" Procedure
The principle first described by Scherer and Davis (1979) for
yeast has since been applied ~o many different systems. The
steps inVOlved are sketched in Figure 35a.
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FIGURE 35 GENERATION OF CHROMOSOMAL DELETIONS
USING IN VITRO ALTERED CLONED SEQUENCES
(A) "CLASSICAL" ROUTE
From Gutterson and Koshland (1983)
JJ
:'/1 or 2 ~'.
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(c)
---!·JI.......... Di--
+ +
vector I\IV\I\
bactenal DNA -
cloned uomeni _
cloned seomenf wllh
Inlernol delelion ~ o oExpected pathway for replacement of a chromosomalsegment with an altered segment. A recombinanl plasmid carryingbacterial sequences wilh an internal deletion is introduced into a poLA
strain. Recombination can occur to eilher the left or righl of lhe dele-
lion, giving rise to one of two possible chromosomal DNA structures
with integrated plssmid. The plasmid integretes are obtained by se-
lection for tetracycline resistance, After removal of tetracycline from
the medium, tetracycline-sensitive segregates are obtained when plas-
mid DNA resolves from the chromosome via homologous recombina-
tion. The segregates retain either the original sequence or the altered
sequence in the chromosome. Replacement of the original sequence oc-
curs when the plasmid resolves via recombination on the opposite aide
of the delelion from the integration event.
(B) BY SUBSTITUTION WITH LINEAR FRAGMENT
From Niaudet et al(1982)
; ''''' e
c26
!lg'
i
I+J wild type
Structure of the rh.vB region of the clone c26 (Ile - Cm" )
and the wild-type (+) chromosome. Chromosomal DNA is
represented by thick lines. pHV32 DNA by double lines.
Sequences possibly existing in the wild-tjpc:. and absent in the
c26 chromosome are sho .....n as an interrupted line.
CA) First the altered gene, which must have homology to the
host genome on either side of the alteration is introduced
into the host by transformation with a plasmid which is pre-
ferably unable to replicate in the recipient, but which car-
ries an expressible selective marker.
CB) The plasmid integrates into the chromosome by a Campbell-
like mechanism under the selective pressure, creating a dupli~
cation of host sequences.
(C) The selective presure is removed. At a frequency dependent
upon the length of duplicated sequence available for recombi-
nation, the plasmid will be lost. Depending on where the cross-
over occurs, either the wild-type or the mutant allele is re-
tained in the chromosome, while the vector sequences and the
other copy of the gene are lost.
Colonies are screened for loss of the selective marker, and
then the phenotype of interest.
IV.6.1.2 Application to Systems Other than Yeast
Gutterson and Kosh1and (1983) extended this idea to E. coli and
S. typhimurium using co1E1 rep1icons and polA strains to pre-
vent extra-chromosomal plasmid replication.
The RQlACTS) system can also be used to test whether a cloned
gene is essential: if expression of the selective marker can
only be achieved at the permissive temperature, then the cloned
gene one is attempting to alter/delete is most probably essen-
tial (Date , 1983) .
Where such a constraint on episomal replication does not force
integration under the selective pressure, mutant generation is
a rare event (10-3 - 10-4). It moreover requires, in the first
instance, a powerful screen to distinguish between mutant and
wild-type phenotypes (Lee and Saier, 1983).
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IV.6.1.3 Interaction With The B. subtilis Chromosome
1) Non-Replicating Plasmids
Plasmids which carry a region of homology to the chromosome,
can also· integrate into the BacillMs subtilis chromosome by a
Campbell-type mechanism in a ~-proficient host.
This was first shown by Duncan et al (1978). B. subtilis (Thy-)
was transformed with the nonhomologous bacteriophage S22 thymi-
dylate synthetase gene on pMB9, which also carried a short 0.51
Md region of homology with the chromosome. The plasmid cannot
replicate in B. subtilis, and was found integrated into the
+chromosome of Thy transformants.
Indeed, the ability to select for integration at specific sites
of nonreplicable plasmids has since been exploited to map clo-
ned genes (Haldenwang et aI, 1980; Ferrari F. et aI, 1983).
2) Replicable Plasmids
In ~- proficient hosts, plasmids which are able to replicate
and carry a region of homology to the chromosome, interact with
the chromosomal locus (Iglesias et aI, 1981). A symmetrical
gene conversion can take place, and be detected where the plas-
mid carries an allelic variant of the host gene (Iglesias and
Trautner, 1983).
IV.6.1.4 Subtilisin Deletion Mutants
A~ far as generating a subtilisin deletion mutant is concerned,
Stahl and Ferrari (1984) utilized the Scherer and Davis logic
pictured in Fig.3Sa, to construct a strain lacking a 684 bp
HincII fragment in the gene. Kawamura and Doi (1984) on the
other hand, introduced their altered ~ubtilisin gene (with a
178 bp HpaI deletion) on pUB110 and screened KmR transformants
for gene conversion i.e. reduced exo-protease production. (See
Fig.33, where the endpoints of the various deletions in the
gene are indicated). Both groups started out with already muta-
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genized strains having greatly reduced exoprotease activity
compared with wild-type. This was a prerequisite in the latter
case in order to be able to detect the rare mutants.
As a suitable transformable mutant was not available, and as .
the classical Scherer procedure had already been used for the
purpose, it was decided to attempt the generation of such a
subtilisin mutant by a slightly different approach, suggested
by recent results described by Ehrlich (Niaudet et aI, 1982)
(see below).
IV.6.2 Gene Conversion by Linear Fragments
A) B. subtilis: In studies of intergenotes transformed with
hybrids of B. globigii and B. subtilis DNA, Harris-Warwick and
Lederberg (1978) showed that linear heterologous DNA fragments'
flanked by homologous DNA regions could be integrated into the
B. subtilis genome en bloc with high efficiency.
In transformation experiments using a CoIE1 replicon carrying
the chloramphenicol resistance gene and B. subtilis DNA, Niau-
det et al (1982) found that integration into the B. subtilis
chromosome sometimes led to a mutant phenotype.With plasmid
pHV438, where a B. subtilis DNA insert specifying thYa was
used, one CmR transformant C26, was found to require isoleucine
for growth (Minsertional mutagenesis·). When chromosomal DNA of
~ was examined the strain was shown to have suffered a
deletion of approximately 6 kb of ilYA sequences, which map
very close to ~. The data could be explained by assuming
that instead of a Campbell-like integration of the incoming
plasmid, a replacement of chromosomal DNA had taken place by a
double-crossover event involving sequences homologous to the
chromosome on either side of the vector (see Fig.35b). This h~-
pothesis had been tested by repeating the transformation with
the original pHV438 plasmid both in intact form, as well as
after linearization at a site within the B. subtilis-derived
sequences. When intact plasmid was used, approximately half of
the CmR transformants were Ile+ (Campbell insertion). With
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linearized pHV438, all the CmR transformants were lIe (dou-
ble-crossover event).
Thus one coura expect to be able to generate defined deletions
using linearized non-replicable plasmids very easily. In con-
trast to the Scherer scheme, vector sequences remain stably in
the chromosome. Even with non-linearized plasmid, there was 50%
deletion generation, presumably due to the linearization pro-
cess that occurs randomly during plasmid-uptake into competent
B. subtilis cells (de Vos et aI, 1981). In this connection it
is worth mentioning that the model proposed for the -activa-
tion- of plasmid monomers by homologous DNA inserts in the
transformation of E. subtilis cells (monomers with no homology
to DNA already within the recipient cell cannot transform), put
forward by Canosi et al (1981), demands that a break is present
in the part of the plasmid carrying the homologous sequence in
order to allow single-stranded invasion of the chromosome at
the corresponding locus. This synapsing leads to cicularization
and stabilization of the single-stranded molecule and finally
to DNA synthesis and replication of the plasmid. The"plasmid
q •marker-rescue transformat~on system of Dubnau (Contente and
Dubnau, 1979; Gryczan et aI, 1980) supports this model, and it
can be concluded that linear plasmid DNA, partly homologous
either to the chromosome or to a resident plasmid, takes part
in a transformation process entirely analogous to classical
chromosomal transformation.
Ehrlich has recently enlarged on the ~ data, and discussed
the deletion of essential genes by the linear DNA systems (Ni-
audet et aI, 1985).
El Other Systems Besides B. subtilis: Gene replacements by
transformation with linear fragments carrying either an in yi-
~ altered gene or else a heterologous gene flanked by sequen-
ces homologous to, and in the same orientation as, two closely
spaced regions on the host chromosome, have recently been des-
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cribed for yeast (Rudolf et aI, 1985) and E, coli (Jasin and
Schimmel, 1984).
In the yeast example, the linearized fragments were introduced
by cotransformation with a self-replicating plasmid·~carrying
the selective marker. In the E, coli case, the selective marker
was flanked by the homologous sequences. The method was exten-
ded to the deletion of essential genes by providing the essen-
tial function on a plasmid with a ts replicon.
IV,6,3 Construction of Plasmids for Subtilisin Deletion
Mutant Generation
In summary of the above discussion:
The apparent ease with which an in vitro altered gene could be
substituted for the wild-type allele in one step by introducing
it into B, subtilis as a linear fragment, with a strong selec-
tion/led to the construction of plasmid derivatives of the sub-
tilisin clon~PN47.11, where a portion of the coding sequence
had been removed and replaced with a selectable marker; speci-
fically, the chloramphenicol acetyl transferase (CAT) gene of
pC194 (pMJ13, IV.6.4,-5).
The alteration would thus be labelled with a selectable marker
(CAT), and should thereafter be easily transferable to closely
related strains by transformation.
Precisely this method of interrupting/deleting part of a gene
has since been adopted with the regulatory ~ gene (Yang et
aI, 1986).
In addition to pMJ13, a derivative of pN47.11, which could be
used to generate a subtilisin deletion mutant by the Scherer
and Davis procedure of integration followed by excision was
also prepared (pMJ20, IV,6.6).
The main steps involved in the construction of pMJ13 and PMJ20
are shown in Figure 36, and were carried out in MC1061 or the
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FIGURE 36: CONSTRUCTION OF INTEGRATIVE PLASMIDS
(A) FOR GENERATION OF SUBTILISIN DELETION MUTANT
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The aims in constructing pMJ13 were: (1) to remove a portion of
the subtilisin coding sequence from pN47.11, specifically the
c. 700 bp·from the HindI!I site corresponding to AA +48 to the
PvuII site corresponding to AA +272. The endpoints of the dele-
tion are shown in Figure 37 ( ~~ MFJ157), and (2) to replace
the deleted fragment with the CAT gene. The HindIII and PvuII
sites were used as they were relatively simple to utilize and
would leave homologous segments of 1100 and 700bp up- and down-
stream of the deletion. These are sufficiently similar in
length for recombination to occur with more or less the same
frequency on either side. These segments are however rather on
the short side, as there is always an "excluded length" of 0.15
Mdalton (equivalent to c.230 bp) at the ends of transforming
DNA, that is unavailable for recombination. Exchange frequency
in plasmid marker-rescue experiments has been estimated to be
0.2-0.5 Mdalton-1 i.e. one crossover per 300-760 bp
(Dubnau, 1982).
The aims in constructing pMJ20 were to : (1) remove the same
segment of the subtilisin gene as for pMJ13, but to ligate the
up- and downstream remnants together, and (2) The CAT gene
would be cloned on to the plasmid next to the deleted subtili-
sin gene.
The starting plasmids were pBR322, pN47.11 (the subtilsin
clone), and pHV60 which are pBR322-based (Figure36a). In order
to facilitate later steps in the construction, some of the re-
striction sites present were eliminated viz. the HindIII site
at base 29 in pBR322 was inactivated by "filling out" and re-
ligation.
Excision of DNA from the EcoRV site at 185 bp, to the PvuII
site at 2066 bp eliminated the latter site as well as the BamHI
site at 375, and eliminated the possible duplication of vector
sequences when the CAT-carrying BamHI-HindIII fragment of pHV60
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FIGURE 37: ANTICIPATED RESULTS OF SOUTHERN ANALYSIS
OF MFJ93 :: pMJ13 INTEGRANTS
Chromosomal DNA is cleaved' with" HindIII"and ClaI.
Digests are probed with the subtilisin EcoRI-ClaI
2.6 kb fragment. The sizes of the expected probe-
hybridizing digestion fragments are indicated below
for the various integrant structures.
SUBTILISIN LOCUS: WT CHROMOSOME, pMJ13 DELETION
1 kb
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pBR322- 322-derived sequences of vector
was added to the subtilisin p1asmids.
Wherever possible, defined fragments were isolated on agarose
gels. Every stage in the construction was rigorously checked by
restriction analysis of intermediates. Note that 1igaticn of a
filled out BamHI end with a PvuII blunt-ended molecule regene-
rates the BamHI site.
As a by-product of the last step in the construction of pMJ13,
which involved a partial HindIII digestion of PvuII-digested
pMJ8, pMJ14 (Fig.36b) was obtained in which the alternative
HindIII site had been cut. This plasmid was used in another ex-
periment to clone sequences lying upstream of those in clone
pN47.11. (IV.6.7).
IV.6.4.1 Identification & Characterization of apr De1etants
B. subti1is MFJ93 was transformed with pMJ13 that had been li-
nearized with EcoRI and PstI, by congression with pUB110. No
CmR colonies were obtained among the KmR transformants.
As a control, intact pMJ13 had been used, and the equivalent
amount 6f plasmid gave 200 cmR transformants.
The failure to obtain any transformants with linearized pMJ13
was attributed to the shortness (1100 bp) of the homologous DNA
fragment after EcoRI digestion. During the transformation pro-
cess, this would have been shortened further and evidently made
a double crossover event impossible.
Varying Chloramphenicol Resistance; Amplification: Some of the
CmR transformants from intact plasmid were restreaked several
times on L agar containing 6 pg/ml Cm. It was striking that
there were 2 types of colonies, viz. small and large. During
the first restreaking procedure, some small colonies gave rise
to large ones, suggesting amplification of integrated plasmid,
such as had been seen by Gutterson and Koshland (1983). The
purified colonies were tested at Cm concentrations of 6rg/m1
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and 30 pg/ml. The small colonies could only grow at the lower
concentration , while the large ones grew vigorously even at
30 p.g/ml.
IV.6.4.2 Appearance on Skim-milk Plates
When a few purified small colonies were dotted on agar con-
taining 1\ (w/v) skim-milk, one of them (MFJ157) showed a very
modestly reduced halo of proteolysis. The halo also displayed
qualitative differences from the wild-type halo in that it was
fuzzy. Supernatants of overnight L Broth cultures were tested
on skim-milk agarose plates as described in II',9.1.1 and con-
firmedthe aboveobservation (Fig.19:MF,1157 vs.MFJ93). Chromosomal
DNA was thus prepared from MFJ93, MF,1157, another small colony
and a large one for analysis by Southern blot.
IV,6,4.3 Analysis of MFJ157 PNA by Southern Hybridization
Figure 37 depicts the anticipated results of the Southern
blotting experiment.The pre-integration step (cf. Fig. 35(A)a)
is not shown. The diagram shows how one can distinguish between
wild-type MFJ93 (CASE 1); Campbell integration of 1 copy of the
plasmid (CASES 2, 3); and the desired deletant mutant (CASE 4)
by probing chromosomal DNA digestions with the subtilisin in-
sert of pN47.11, based on a prior knowledge of the chromosomal
restriction map and the plasmid structure.
Figure 38, showing the results of the Southern blot for MFJ157
reveals that this strain gives the pattern of fragments expec-
ted to result from a double crossover event resulting in re-
placement of the wild-type subtilisin gene with the deleted
gene interrupted by the CAT gene (carried originally on pMJ13)
(CASE 4 in Figure 37). No other bands besides the ones expected
are observed. Especially important is the ClaI-~HI double di-
gestion, which confirms the id~ntity of the ClaI fragment in-
cluding the CAT gene (subtilisin has no ~HI site), as being
the slightly larger of the 2 ClaI bands. This disappears from
the double digest, while a new smaller band is seen at about
700 bp, and corresponds to the remnant of the lliI fragment
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FIGURE 38: SOUTH~ ANALYSIS OF ~ITJ93 pMJ13
& pMJ~4 INTEG RANTS
DNA was electrophoresed on 1% agarose. The filter
was hybridized to nick-translated pMJ6 / EcoRI -
ClaI 2.6 kb isolated subtilisin fragment.
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(minus the CAT 1.7kb ClaI-BamHI segment) which now cannot be
"seen" by the subtilisin probe. The blo~ was "stripped", and
reprobed with pC194. As expected, in the case of the pMJ13 in-
tegrant only the upper Cla! fragment is seen and in the double
digest a new c.l.7 kb band hybridized. Nothing at all-is found
in the corresponding MFJ93 tracks (data not shown).
Southern blot analysis of DNA from the other colonies showed in
addition to the bands seen in MFJ157, also others, and were not
examined further (data not shown).
IV,6,4,4 Measurement of Exoprotease Produced By MFJ157
To quantitate the difference in exoprotease activity between
MFJ93 and MFJ157, the putative subtilisin deletion mutant, an
Azoco11 assay was used (described in II.9.1.2).
'Schaeffer's medium was inoculated 1:100 from a fresh L Broth
overnight culture. At 20 hours supernatants were taken for
assay.
Absolute values obtained in the Azoco1l assay varied slightly
from one experiment to another. A consistent feature of these
assays was that the sum of activities obtained in the presence
of the inhibitors seldom approached 100\, and often was 70\ of
the activity seen in the absence of inhibitor. Why this should
be so is not clear. It may be that some of the serine protease
activity was compromised in the presence of EDTA. It has rec-
ently been established that ca2+ ions form part of the subti-
lisin structure (see 1.2.2.2), but there are no reports of such
inhibition in the literature. ISP-1, the intracellular serine
protease, is inactivated by chelators (1.2.3.2). Increasing in-
hibitor concentrations did not significantly increase the deg-
ree of inhibition seen. The organic solvent in which PMSF was
dissolved had no inhibitory effect of its own. However, the
pattern of inhibition observed was quite consistent within +/-
15\. Results from 2 typical experiments using different super-
natants are shown below:
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Table 10: Reduced Serine Protease Activity of MFJ157
As20corr
EXPT1 :1 ml SN EXPT2: 0.3 ml SN
DN497 I MF.J~s7 DN497 MF.J1s7
total 0.207 0.052 0.099 0.027
EDTA 0.147 0.016 0.052 0.004
PMSF 0.046 0.028 0.015 0.015
APR: :NPR 3.2 0.57 3.5 0.27
\ inhibition
by EDTA 29 69 47 85
by PMSF 77 46 85 44
Less than half the activity in the NOVO reference strain MFJ93
was inhibited by EDTA, and very little was unaffected by PMSF
ie, by far the majority of activity is due to serine protease(s).
The ratio of APR to NPR produced by Br subtilis 168 is quoted
variously as beinq approximately 1:1 (Prestidge et al, 1971;
Higerd et al, 1972; Uehara et al, 1974); 4:1 (Millet, 1969);
3:1 (Ito & Spizizen,1972); or 1:4 (Hageman & Carlton, 1973). In
some pleiotropic mutants more APR is secreted relative to the
wt used to qenerate the mutant eg. IIla(pap-9), where the ratio
ia APR/NPR = 3/1 (M~ntsall & Zalkin, 1980). In Br subtilis nat-
~ this ratio is 1:13 (Uehara et al, 1974). Some of this varia-
bility is presumably due to ~ifferent culture conditions and
assay methods, and in the last case, to nprR2 regulation.
Mandelstam (Dancer & Mandelstam, 1975a) claimed that the metal-
loprotease is a substrate for the alkaline protease and pro-
gressively disappears from the medium in the course of sporu-
lation, based on experiments where PMSF was added to culture
supernants at intervals. These authors point out though that
their results are different from those reported by others,
where the ratio of the 2 types of protease secreted remain un-
chanqed.
However, the most recent results, from Ferrari and coworkers
with defined Br subtilis 168 deletion mutants of both ~ and
~ (Stahl & Ferrari, 1984; Yanq et al, 1984) sugqest that the
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1:4 APR/NPR ratio is correct. Deletion of the neutral protease
and alkaline protease genes respectively led to an 80\ and 30\
reduction in exoprotease activity, when measured by the Azocoll
method. These estimates were consistent with halo sizes on ca-
sein plates.
The results obtained above with MFJ93 and 157 were therefore
rather surprising, as the identical methodology had been used.
As can clearly be seen from the table, the total activity in
MFJ157 supernatants was only about 25\ of that of the starting
strain, and of this residual protease activity, the majority
(69-85\) was inhibitable by EDTA ie. there had been a specific
reduction in serine protease activity. One would still expect
to find some serine protease activity in supernatants of a
subtilisin deletant mutant due to cell lysis (which liberates
intracellular protease), and due to bacillopeptidase F (see
I.2). The results shown above (for freeze-thawed samples) were,
however, not very different from those obtained with fresh,
sterile filtered supernatants, so any extra contribution to
activity by rupture of cells contaminating frozen samples was
negligible.
The high contribution of APR to the total MFJ93 exoprotease
activity evidently made it easy to detect a difference on skim-
milk plates in the mutant MFJ 157. Other worker.s were not able
to do so, since total activity of B. subtilis 168 had been re-
duced by only 20\ upon deletion of the ~ gene (Yang et aI,
1984). Since the response on skim-milk plates is logaritpmic
(Montville, 1983), such a small decrease would barely be visi-
ble.
The MFJ157 deletion was therefore transferred to Br subtilis
168 (~) in order to compare results with those obtained by
Ferrari & coworkers.
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IV.6.5.1 Transfer of Deletion to 168 by CmR Selection
Having, so to speak, converted the subtilisin deletion into a
selectable marker, it was very easy to transfer the mutation to
closely related strains. This was demonstrated by transforma-
tion of MFJ93 competent cells with a few pg of chromosomal DNA
from MFJ157. DNA was extracted from 6 of the hundreds of CmR
transformants obtained. HindIII and ClaI digests were probed by
Southern blotting with the subtilisin clone as described pre-
viously for MFJ157. All 6 isolates gave the same pattern as the
mutant MFJ157 (cf.Fig.38). Moreover, when supernatants of over-
night cultures of the 6 transformants were compared on skim-
milk agarose plates with those of MFJ93 and MFJ157, all 6 show-
ed the hazy reduced halos typical of the mutant (cf. Fig.19).
Other, highly mutagenized derivatives of MFJ93 have also been
transformed to the APR-CmR phenotype (not shown).
In the same way B. subtilis 168 competent cells were trans-
formed with MFJ157 chromosomal DNA. On skim-milk plates, super-
natants of CmR transformants were not very different from the
'wild-type 168 (Fig.19: MFJ231 vs. 168), and Azocoll measure-
ments confirmed a more modest reduction in total protease ac-
tivity than for MFJ93 when the subtilisin gene is lost.
Under our conditions, a larger proportion of the extracellular
protease activity of wt 168 is apparently due to NPR than is
the case with MFJ93. While MFJ157 had at most 30\ activity
relative to the starting. strain MFJ93,CmR derivatives of ~
subtilis .168 have 50\. This is more in keeping with expecta-
tions, but still rather different from the results of Yang et
al (1984). The mutants all had very low activity in the pre-
sence of EDTA, indicating a selective loss of serine protease
activity.
The data suggest that strain MFJ93 (=DN497) has in fact an
altered protease regulation relative to the archetypal wt, a.
subtilis 168. It was isolated as a RUB200 derivative (Yoneda et
aI, 1979) that was apparently unchanged after transformation
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with DNA from a mutagenized Spo- protease+/- strain (DN243) (B.
Diderichson, personal communication).
IV.6.5.2 Characterization of apr Deletants by Immune
Diffusion,SDS-Gel Electrophoresis,Western Blotting
To supplement the exoprotease quantification data which indi-
cated a lowered serine protease activity in the putative dele-
tant mutants MFJ157 and 231, other approaches were used to
confirm that subtilisin activity was absent.
Immune diffusion of supernatants of wt 168, ~ deletant
MFJ157, and overproducer MFJ135 against anti-subtilisin NOVO
was performed (11.15). No cross-reaction could be detected with
any L Broth cultures. An industrial medium, BP-X, was used to
grow the strains to high cell density and thus improve protease
yield. Figure 4C illustrates the results, which reveal no cross
reaction between anti-NOVO and the MFJ157 sample (wells 11, 20
to 24). B. subtilis MFJ93 (well 16) gave a precipitin band of
identity with authentic subtilisin NOVO (well 13). This was
more intense in the case of the overproducer MFJ135 (well 18).
When the 168 sample was diluted 4x as a control so that exo-
protease levels in MFJ157 were matched, a precipitin band was
still detectable in the 168 sample (not shown).
The results of SDS gel electrophoresis of L Broth samples from
Hwt" MFJ93 and its putative ~ deletant MFJ157 are shown in
Fig.21 (lanes 1 & 2). The apparent lack of any alteration in
the extracellular protein pattern in the region corresponding
to authentic subtilisin NOVO/BPN', and the intense band in the
overproducer 135 (Fig.21, lane 3), occasioned doubt about the
reliability of the Southern blotting data. In these same sam-
ples, a difference in exoprotease activity levels is readily
demonstrable on skim -milk plates (Fig.19).
Differences between wt and MFJ157 are indeed seen elsewhere on
the protein gel (Fig.21). There is, for example, a more intense
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larger band in the sample from the mutant. It was possible that
the mapping data might have been misinterpreted, and that a
large fusion protein with subtilisin was secreted by MFJ157,
accounting for both lowered exoprotease activity, and the lar-
ger polypeptide. However, hybrid protein synthesis should have
been precluded. Well-characterized fragments had been used in
the relevant plasmid constructions, and structures were checked
rigorously.
It was only upon gross overloading of 4 day BP-X samples that a
band, of mobility similar to the NOVO marker, was demonstrated
in MFJ93, and in B. subtilis 168. This band was absent from su-
pernatants of the corresponding CmR apr deletants MFJ157
and 231 resp.(Fig.39a). This is more readily apparent when dia-
lysed, lyophilised samples were run (Fig.39b). Whether the band
in question is subtilisin cannot be stated with certainty in
the absence of confirmatory in situ immunological or activity
data, or direct sequencing.The fact that the overproducer MFJ
135, containing multiple copies of the cloned homologous gene,
displays an intense band at the same position, distinct from
that of the authentic subtilisin NOVO marker, is most persua-
sive. The slight differences must be ascribed to strain vari-
ation. The commercial NOVO preparation originates probably from
B. amyloliguefaciens, not B. subtilis. Similarly, subtilisin
Carlsberg produced by MFJ29 differs slightly in mobility from
that of the commercial NAlcalase".
It seems likely that subtilisin levels in L Broth overnight
samples are simply to low to be reflected as a discrete protein
band on an SDS gel. The band common to wt and ~ deletant, and
which has a mobility similar to that of authentic subtilisin
NOVO, is probably some other unrelated exoprotein (Fig.21).
An attempt was made to correlate the immunological and electro-
phoretic data on the deletants by the Western blotting tech-
nique (II.13). This was a complete failure, despite the adop-
tion of several precautionary measures to reduce proteolYsis of
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the antibodies.
Samples were concentrated c.40x by TCA precipitation (II.12.
4), and reacted with PMSF. EDTA was also added to inhibit me-
talloprotease. The effect of low temperature (SoC) incubation,
addition of 4\ BSA to minimize proteolysis of antibody, and the
ommission of Tween, which both removes protein from the filter
and activates some proteases, were assessed and found to be of
no benefit.
Others have found that most manipulations, but especially elec-
trophoresis, promote hydrolysis of the inactive phenylsulfo-
nate ester of serine protease and thereby restore activity
(Roitsch & Hageman, 1983). PMSF and EDTA were consequently
added to buffers before incubation with antiserum.
BP-X samples of wt 168, MFJ135 and 213 were tested. The first
two produce a NOVO type enzyme, the last, subtilisin Carlsberg.
No bands at all were seen after ELISA with less than 0.2S ml of
anti-NOVO in Washing Buffer (II.13). Using higher concentra-
tions, non-specific hybridization to all Coomassie Blue-stain-
able material was achieved, excepting the subtilisin band of wt
168 and MFJ13S. Significantly, the subtilisin produced by MFJ
213 was visualized by ELISA, due to cross-reaction with the
antiserum (not shown).
Using the more discriminating anti-Carlsberg serum, non-spe-
cific cross-reaction was seen at all concentrations of serum
high enough to give a signal in ELISA. Again the endogenous
subtilisin secreted by Bp subtilis was not visualized, but that
may be due to the specificity of the immune serum (not shown).
When the filters themselves were stained with Coomassie Blue
after the ELISA, subtilisin was found to be in situ, even
where the ELISA had failed to show it up.
Successful Western blotting of subtilisin from Bp amylolique-
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faciens (ie. the authentic NOVO enzyme), synthesized from the
cloned gene in a B. subtilis host, has recently been reported
(Powers et al, 1986). The authors failed to detect the host
enzyme. On the basis of my results described above, it seems
likely that this has more to do with aggressive degradation of
antibody by B. subtilis subtilisin than, as claimed, to reflect
antibody specificity.
The fact that no cross-reaction can be detected on Ouchterlony
plates between anti-Carlsberg and large amounts of B. subtilis
subtilisin secreted by MFJ135 (Fig.4A, well 2), while cross-
reactions between this serum and authentic NOVO enzyme can be
demonstrated (not shown), tend to support this view.
This matter could be clarified by repeating the blotting using
authentic subtilisin NOVO, instead of the 168 product, as a
control.
These experiments were not pursue~ as the method apparently
could neither be used to detect subtilisin antigen in the de-
letion mutant, nor could it be applied as a sensitive means of
determining low levels of Carlsberg synthesis.
IVr6.6 Transformation of Br subtilis with pMJ20r
MFJ93 was transformed with intact pMJ20 (Fig.36a). As was the
case with pMJ13, both small and large transformants able to
grow at Cm concentrations of 6 and 30 fg/ml respectively, were
seen. Chromosomal DNA was prepared from 3 colonies that could
not grow at the higher Cm concentration, and HindIII digests
were analysed by Southern blotting, as described previously for
pMJ13.
Figure 40a shows the predicted size of bands hybridizing to the
probe in the case of integration both up- and downstream of the
site of deletion in the subtilisin gene ..
Figure 40b shows the pattern actually obtained. Two of the co-
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FIGURE 40: STRUCTURE OF MFJ93:: pMJ20 INTEGRANTS
(A) PREDICTED PROBE-HYBRIDIZING HindIII DIGESTION FRAGMENTS
WT CHROMOSOME & pMJ20 SUBTILISIN DELETION
1 kb
crl.-__ H~17~~=~.;.~. .~..~~:::=::zn;-:~.. ~.P~H~I~C~I --'~ "lld-type chromosome
1% 2 2[~( ? r.? 2 r deletion 1n pMJ20 of subtilisin sequences
CASE 1 WT MFJ93 CHROMOSOME
1250 1100 2300
CASE 2: CAMPBELL INTEGRATION 5~TO DELETION
C Hr< [HJ)PH C I n H P H C HI Ib I > J <-- pBR322? 2 2 I
1650 6900 1100 2300~
CASE 3: CAMPBELL INTEGRATION 3~TO DELETION
3
f- \
pBR322 n [H lIP H C
Iz I I I I I ? I
H
I
1250 1100 7300 2300
intergrated copy of pMJ 20
restriction digest fragment (bp)
~ position at which Cla I fragment will be cleaved by BamH I
C Cla I
H Hind III
R EcoR I
B BamH I
P Pvu II
= subtilisin geneprobe,and sequences homologous to probe~ EcoR I-CIa I
insert in pN47.11
CAT gene insert in pMJ20
pBR322- 322-der1ved sequences of vector
(B) SOUTHERN ANALYSIS OF MFJ93::pMJ20 INTEG RANTS
DNA was digested with HindIII and electrophoresed
on 1% agarose. The probe was nick-translated pMJ6
EcoRI-ClaI 2~6kb subtilisin fragment.
kb
23.0",,-
9.1'-...._6.4___
4.6-
2.3 .......... _
2.0/-
lonies analysed, including MFJ163, conformed to CASE 2, and
MFJ164 to CASE 3.
Either MFJ163 or 164 could be used to generate a CmS6apr
strain by growing it in the absence of Cm and'replica-plating
on plates with and without Cm 6 pg/ml. One would need to screen
about 104 colonies to have one CmS6apr (Stahl and Ferrari,
1984).
IV.7 Isolation of Upstream Sequences by Campbell
Integration & Excision of Plasmid PNA
In general, once one has integrated a non-replicating plasmid
carrying sequences homologous to the chromosome at a specific
locus by recombination one can easily obtain an extension of
the sequences originally cloned on the plasmid. This is achie-
ved by digesting chromosomal DNA of the integrate with a res-
triction enzyme that will leave the vector intact, to yield a
fragment carrying, in addition, sequences flanking the site of
insertion of the plasmid. The DNA is then ligated ana transfor-
med into a host where the plasmid's replicative functions are
active, with selection for the plasmid-borne selective marker.
Successful use of this technique usually demands some prior
knowledge of the chromosomal restriction sites in the area, and
has been used by Roeder and Fink (1980) in yeast, and by Ferra-
ri F. et al (1983) and Ehrlich (Niaudet et aI, 1982) in B. sub-
tilis.
Plasmid pMJ14 (Fig.36b) was a by-product of the synthesis of
pMJ13 (Fig.36a). This plasmid has no functional Gram-positive
replicon, and can be assumed to integrate by a Campbell-type
mechanism, preferentially via the homologous sequences that lie
upstream of the subtilisin gene (where there is 1.8 kb availa-
ble on pMJ14 for recombination), rather than downstream (only
0.3 kb available for recombination).
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B. subtilis MFJ93 was transformed with pMJ14, and chromosomal
DNA of one CmR transformant MFJ158 was examined by Southern
blotting. The probe was t~le EcoRI-ClaI 2.5 kb subtilisin clone
from pN47.11 (Fig.31c) .
..~
Figure 41a shows the expected chromosomal configuration of the
integrant MFJ158 = MFJ93::pMJ14, and the size of the bands one
would expect to hybridize to the probe after HindIII and ClaI
digestions.
Sketching out the 2 alternative integrants viz. with integra-
tion via sequences respectively up- and downstream of the de-
leted subtilisin segment, reveals that HindIII subtilisin-spe-
cific fragments would be of the same size regardless of site of
integration (only 1 case is shown in Fig.41a). The ClaI speci-
fic fragments however, differ in size in the 2 alternatives.
Moreover, the ClaI & BamHI double digestion will also be diag-
nostic.
Figure 37 shows that the blotting results were in excellent
agreement with the predicted integration drawn out in Figure
41.
pMJ14 integrant MFJ158 was also reprobed with pC194 as descri-
bed previously for MFJ157, and only the band predicted to carry
the CAT gene was found to hybridize, as one would expect.
Combination of the original chromosomal mapping data obtained
with shorter probes (Fig.30c) and the structure of the inte-
integrant confirmed by the blot show that digestion of chromo-
somal DNA with PvuII would leave the pBR322-derived replicon
intact (recall: unique vector PvuII site inactivated in con-
struction of pMJ14 precursoL, pMJ5; Fig. 41a) and would give on
one fragment all the material on pMJ14 at the start plus about
1.4 kb of new material lying further upstream of the subtilisin
gene.
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The MFJ158 DNA was consequently digested with PvuII, ligated
and transformed into E. coli. The plasmid found in the ApR
transformants is pictured in Figure 41b (pMJ22).
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Chapter Vi CONCLUSIONS
Genes coding for two homologous exoproteases have been cloned
from two different Bacillus spp.
The comparative primary structure of the Carlsberg (Fig.14) and
BPN'-type (Fig.33) subtilisin genes showed a high degree of
conservation not only in the region encoding the mature enzyme,
but also about putative precursor processing sites (Fig.3 in
Appendix 1). Details of the processing remain obscure, though
it seems that maturation can be partly autocatalysed (Powers et
aI, 1986).
Secondary structure predictions revealed that folding over the
entire precursor protein of both subtilisin types is potential-
ly identical, despite the primary sequence divergence (Fig.4 in
Appendix 1).
Inspection of the sequence upstream from the coding region of
both enzymes revealed several features that have been associ-
ated with regulation and expression in other systems. These
include promoter-like hexanucleotides, an AT-rich region,'
indirect repeats and a ribosome-binding site. (B. licheniformis
gene, III.6; B. subtilis gene, Wong et aI, 1984; Stahl & Ferra-
ri, 1984).
Analysis of the in vivo transcriptional initiation region of
the BPN'-type enzyme revealed two closely-spaced start sites
(B. subtilis gene, Wong & Doi,1984). When the author applied
the same technique, viz. 51-mapping, to the §.licheniformis-
derived Carlsberg gene, two in vivo sites were similarly seen,
although in this case the localization was not precise enough
to relate the sites to promoter-like sequences present in the
region with any certainty (III.8.2). By cDNA sequencing how-
ever, only one start site was apparent (Fig.14 bases 297 &8;
Appendix 3).
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The cDNA data should be regarded as being the more reliable.
While some discussion of the artefacts produced by both S1 and
cDNA methods is found in the literature (Sharp et aI, 1980;
Szekely, 1977 resp.), it is now believeaby workers utilizing
these techniques that the following two factors play the great-
est role where mRNA integrity is assumed. S1 nuclease can at-
tack RNA/DNA hybrids at rU-dA regions due to the weak bonding
involved (Martin & Tinoco, 1980). Premature termination of cDNA
is attributed to contamination of reverse transcriptase prepa-
rations by RNAases specific for either single- or double-stran-
ded RNA. In recent years such contamination has been minimized.
In the case of the B, subtilis gene, a run of T residues on the
non-coding strand could certainly account for the shorter pro-
tected fragment (P2 in Fig.33), by increasing the S1 sensitivi-
ty of a longer mRNA-DNA hybrid. Although the Carlsberg gene is
also pyrimidine-rich in the putative P1,P2 region, it lacks the
extreme T-richness of its BPN' counterpart in the area (cf.
Figs. 14 & 33), and thus makes artefactual generation of shor-
ter ·protected" fragments less likely. The discrepancy between
the S1 and cDNA data remains unresolved.
The transcriptional initiation site indicated by cDNA sequen-
cing is preceded only by a "perfect" -10 region for sigma-43,
but no recognizable -35 homology is present at an appropriate
distance. This highlights the inadequacies in our understanding
of Gram-positive promoters (cf. Table 1, I.3.4,Fiq.14).
Transcripts starting at this position, or further upstream,
have rich potential for adoption of the various possible 20
structures, as discussed in III.G. Both of the long palindromes
identified (Fig.14) would be present on such a transcript, but
whether these features of sequence have any regulatory role
remains to be established. If indeed they do, their control
could be exercised either at the DNA or RNA level.
- 218 -
By analogy to other systems, it is likely that the left-most
palindrome functions as a chromosomal recognition site for a
regulatory protein (Rosenberg & Court, 1979).
Because of the inte=nal complementarities, subtilisin Carlsberg
mRNA could adopt alternative, mutually exclusive secondary
structures at the 5' end, involving either the one or the other
of the two long palindromes situated just upstream from the
start of the coding sequences (see Fig. 14). In the one confor-
mation, the RBS would be sequestered in a stem, and might be
inaccessible to ribosomes. There are well-documented reports of
such sequestration having a negative influence on translation
initiation ,ego the lamB701, and aIQa mutants of Schwartz (Hall
et aI, 1982). Other references are listed in III.6. Alternative
mRNA s~ structures have been proposed to regulate the R.
subtilis ~ operon (Shimotsu et aI, 1986).
In connection with possible post-transcriptional regulation,
the considerable delay in subtilisin Carlsberg secretion from
B, subtilis when expression was under heterologous promoter
control, is intriguing. These heterologous promoters were pla-
ced upstream from the in vivo start site (III.7.2.2, III.7.3).
Thus all the secondary structure possibilities for the authen-
tic subtilisin Carlsberg mRNA, described above, would also be
present for transcripts initiated at these heterologous
promoters.
It needs to be clarified whether, in these experiments, trans-
cription indeed took place from the promoters in exponential
phase, as only indirect evidence of their activity in growth
phase was presented. If, as anticipated, their vegetative phase
activity is confirmed, it must be ascertained whether the obs-
erved delay is due to translational or post-translational fac-
tors (eg. secretion, maturation and release from the cell mem-
brane, passage through the cell wall; III.7.3) .
Should translational control be implicated, the putative role
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of the palindromes must be directly established ego by site-
specific mutagenesis.
As has been mentioned, considerable difficulties were experi-
enced by the author, and others, in cloning the Carlsberg gene
in E. coli. Others have had problems in obtaining clones in ~
subtilis hosts. It is tempting and reasonable to attribute such
problems to strong promoter activity (see below and 1.10.3.2,
111.9), although strain MFJ29 does not secrete excessive
amounts of subtilisin Carlsberg (III.8.1; Fig.19). The levels
of overproduction of subtilisin Carlsberg by B. subtilis from
the multicopy plasmid pMJ51 (111.7.5), were modest compared
with those obtained with the endogenous subtilisin under simi-
lar conditions (with pMJ6, Fig.34). It has not yet been esta-
blished whether the B. subtilis host utilizes the same start
site(s) as does B. licheniformis.
In E. coli, the postulated "internal RBS" (111.6.3) may have
led to the synthesis of an intracellular serine protease, and
rendered cloning difficult. On the other hand, the ISP-I gene
has been successfully cloned in E. coli, although there were
instability problems in subcloning, and suggestions that these
were due to removal of a protease inhibitor function (Koide et
al,1986; Beppu, personal communication; see 1.2.3.3.3).
The subtilisin gene was readily cloned from B. subtilis (Stahl
& Ferrari, 1984; Chapter IV, this thesis) in multiple copies in
E. coli. It is known that this gene is transcribed in E. coli
(Wong & Doi, 1984), and as remarked on above, considerable
.overproduction of the gene product is obtained when the cloned
gene is present on a multicopy plasmid in B. subtilis.
While expression of subtilisin Carlsberg by MFJ29 and in a ~
subtilis host was rather feeble, this does not necessarily im-
ply that the promoter per se is weak. Industrial strains of a.
licheniformis, after extensive mutagenesis, secrete enormous
amounts of exoprotease. This is probably due to changes at some
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or all of the regulatory loci (see 1.4 to 1.6), and/or their
target sites. The complex exoprotease control is exerted at
various levels, and increased production could be due to many
factors other than direct promoter up-mutations.
It cannot however be ruled out that a promoter down-mutation
(i.e. a point mutation around the transcriptional start site)
has been cloned. It has been shown that the sequences 5' from
the Carlsberg gene were repeatedly deleted from clones, and
that those lying more than c. 200 bp from the coding region
failed to be cloned in this study (III.4). In contrast, no
problems were experienced in the cloning of extensive regions
upstream from the gene from eo subtilis. This was evidenced by
the cloning of pMJ6, from which the gene was strongly expressed
(IV.S), and the subsequent integration-excision experiment with
pMJ14, in which additional sequences 5' from the gene were
cloned (IV.7).
Possibly the sequences that could not be cloned here influence
subtilisin Carlsberg promoter activity in eo licheniformis; se-
quences which would lead to excessively high levels of trans-
cription in a foreign host, where specific modulating factors
may be absent. There is evidence of negative regulation of the
subtilisin gene of So subtilis (see I.6.S.3).The instability of
clones of the S. licheniformis and So subtilis~-amylase genes
in E. coli and So subtilis has been reported (resp. for the
different genes, Sibakov & PaIva, 1984, inter alia; Yang et al,
1983). In the cases cited, removal of upstream sequences enhan-
ced clonal stability, while (some) promoter activity remained.
In another report, (Joyet et al, 1984), the e.licheniformis
gene could not be cloned in E. coli on a certain restriction
fragment which included a large segment upstream from the co-
ding sequenc~, although a smaller fra~nt was stable in E.coli.
An alternative possibility to promoter strength that would ac-
count for cloning difficulties is that the sequences upstream
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from the subtilisin Carlsberg gene may encode a product that is
toxic to a cell if present in excess/or which titrate out an
essential factor, but which are unrelated to subtilisin apart
from adjacent chromosomal localization. A search of the cloned
sequences' (Fig.14) revealed no significant ORF on either strand
upstream or overlapping the gene, which was preceded by a like-
ly RBS.
Only isolation, probably by a single copy cloning method (III.
9), and characterization of these sequences, combined with a
study of their expression in S. licheniforrnis, will resolve
these questions.
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ABSTRACT
The gene encoding subtilisin Carlsberg from
Bacillus licheniformis has been isolated by molecular cloning
usIng a mixture of synthetic oligonucleotides. The entire
nucleotide sequence of the coding sequence as well as 5' and 3'
flanking sequences have been determined. The deduced amino acid
sequence reveals an N-terminal signal peptide consisting of 29
residues, a pro-peptide of 76 residues followed by the mature
protein comprising 274 residues. The ATG initiator codon is
preceeded by two putitative overlapping ribosomal bindingsequences. A palindromic sequence typical for transcription
termination is found downstream from the TAA stop codon.
Structural comparisons between different known subtilisin genes
reveal extensive homology, particularly in the parts coding for
the pro-region and the mature protein. Expression studies in
Bacillus subtilis show that the cloned fragment produces a
functIonal enzyme when inserted after a B. subtilis promoter.
INTRODUCTION
The subtilisins are alkaline serine proteases produced by
various species of Bacillus (1). There exists considerable
confusion concerning the origin and relationship of the two most
studied enzymes, subtilisin Carlsberg and subtilisin BPN' (1,2).
Both proteases have been claimed to be produced by different
strains of B. subtilis (3~4), but it has subsequently been shown
that BPN' instead is produced by B. amyloliguifaciens (1) and
that Carlsberg most likely is produced by a B. licheniformis or
a B. pumilis strain (5). The original subtilisin, first
described in 19'4 (3) and later called subtilisin Carlsberg, has.been thoroughly characterized and the complete amino acid
sequence of the mature protein is known (6). Due to its
thermostability, this enzyme has become industrially important·
and is in fact produced in greater quantities than any other
Cl IRL Press Umlted, Oxford, England. 8913
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protein (7). The other enzyme, subtilisin BPN', has chemical and
physical properties similar, but not identical, to subtilisin
Carlsberg (1,2). The amino acid sequence analysis revealed that
the two enzymes are approximately 70 ~ homologous (6).
Structural and functional comparisons of subtilisins from
several strains and species of Bacillus suggest that all
subtilisins belong to two groups, exemplified by Carlsberg and
BPN' (1). This conclusion is based on amino acid composition,
enzymatic activity, immunological properties (5) as well as
complete amino acid sequence analysis (S). According to Keay and
Moser (5) Bacillus pumilis and B. licheniformis produce a
Carlsberg-like enzyme, while all other species in their study
expressed a BPN'-like enzyme.
Recently, the cloning and characterization of the gene
encoding subtilisin BPN' were described (9,10). This confirmed
that the enzyme is produced by B. amyloliquifaciens. In
addition, the subtilisin gene from B. subtilis 16S has been
sequenced suggesting that this protein is closely related to
BPN' (11,13). In order to clarify the evolutionary relationships
between the subtilisins, but also to enable structural and
functional comparisons with genetic approaches, we decided to
isolate the gene encoding subtilisin Carlsberg. Here we
describe the cloning and sequencing of the entire coding
sequence as well as the 5' and 3' flanking sequences. The
sequence reveals an overall structure similar to the subtilisin
BPN' coding region, including a 29 residue Signal peptide and a
76 residue pro-region preceeding the C-terminal protein
consisting of 274 residues. The Carlsberg and the BPN' pro-
regions show extensive structural homology, in particular when
they are compared by secondary structure predictions.
MATERIAL AND METHODS
Bacterial strains and vectors.
E. coli strains HB101 (12) and JM101 (12) and B. subtilis
168 (11) were used as bacterial hosts. Bacillus licheniformis
NCIB 6816 was obtained from National Collection of Industrial
Bacteria, Aberdeen, Scotland. The vectors used were plasmid
pBR322 (13), pUCS (13), pBD64 (14) and phages M13 mp8, M13 mp9
8914
(13) and lambda 47.1 (13).
DNA preparations.
Chromosomal DNA was purified as described earlier (15).
Plasmid DNA was prepared by a modified alkaline extraction
method (16). Restriction endonucleases and other enzymes were
used according to the suppliers recommendations. The
transformation of E. coli and B. subtilis were made as described
by Uhl~n et al. (17). Southern analysis (18) and colony
hYbridizations (9)were performed as described earlier. The
synthetic oligonucleotides were prepared by the phosphoamidite
method (19) and purified by HPLC.
DNA sequencing.
Restriction fragments to be sequenced were cloned into
appropriate restriction sites of M13 vectors and sequenced
according to the dideoxy method (20). The samples were analyzed
on 5 S denaturing polyacrylamide gels using wedge shaped gels as
described by Olsson et al. (21). The sequences were analyzed
Using the UWGCG software (22).
!rote in analysis.
Immune diffusion analysis was according to Ouchterlony
(23). The presence of extracellular proteases was detected on
milk agarose plates (24). SOS-polyacrylamide gels (25) were
Used to analyze the gene products.
RESULTS AND DISCUSSION
Identification of the subtilisin Carlsberg gene.
A number of Bacillus species were grown to late stationary
phase and the culture medium was collected to find a bacteria
that produces subtilisin Carlsberg. The presence of the enzyme
was tested with a standard immune diffusion assay using specific
antibodies raised against commercial subtilisin Carlsberg.
One strain was positive, namely a
type strain of B. licheniformis, NeIB 6816 (data not shown).
Chromosomal DNA from this strain was purified and subsequently
Used to characterize and clone the gene.
To identify the subtilisin Carlsberg gene, we used a
sYnthetic hybridization probe that consisted of 16 14-mers.The
sequences of the oligonucleotides were derived from the unique
8915
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pentapeptide Ala-Met-Lys-Gln-Ala which corresponds to amino
acids 133 to 137 of the published protein sequence (6). The 16
oligonucleotides represent all possible combinations coding for
this region omitting the wobble base of the C-terminal alanine
residue. The oligonucleotides were mixed in approximately
equimolar amounts, labeled with 32p and subsequently used to
characterize restriction enzyme digested chromosomal DNA from
B. licheniformis NCIB 6816 using Southern blot hybridization
(18). The analysis revealed several restriction fragments
suitable for cloning (data not shown), most notable a 2.4 kb
BclI-fragment and a 0.6 kb EcoRI/HaellI-fragment.
Cloning of the subtilisin Carlsberg gene.
Initial experiments were aimed at cloning the 2.4 kb BclI
fragment. Chromosomal DNA was digested with BclI, and the
fragments were separated on preparative agarose gels. DNA
fragments in the 2.2 to 2.6 kb range were isolated by the DEAE-
paper procedure (12) and the fragments were ligated to BamHI
digested pBR322 plasmid. The ligation mixture was used to
transform competent E. coli HB101 and the ampicillin resistant
colonies were screened for the presence of the subtilisin gene
by hybridization with the labeled 14-mer oligonucleotide
mixture. Although several recombinant plasmids were obtained
which hybridized to the probe, no plasmid with the intact 2.4 kb
fragment was found. The failure to clone the BclI-fragment may
be due to technical difficulties, but this fragment may also be
lethal to the E. coli host cell. due to the expression of the
heterologous alkaline protease.
A similar approach was therefore used to clone the 0.6 kb
EcoRI/HaellI-fragment. Chromosomal DNA was digested with EcoRI
and HaeIII and after separation on agarose gels, fragments
between 0.6 and 0.8 kb were purified and ligated to pUC8
digested with EcoRI and SmaI. Several ampicillin resistant
clones hybridized to the oligonucleotide mixture. and further
analysis of one of the plasmids, pSUB1. showed the presence of a
0.6 kb insert. Partial DNA sequence analysis of the pSUB1
revealed that the insert encoded the C-terminal end of
subtilisin with the orientation of the gene from the EcoRl
site towards the HaeIII site (Fig. 1). The EcoRl site
8916
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Fig. 1. Restriction map and sequencing strategy of the gene. A,
Schematic drawing of the gene coding for subtilisin Carlsberg
~ith its different regions. S is a signal peptide, Pro is the
ighly charged pro-region and Mature is the mature enzyme as
~etermined by protein sequence. B, partial restriction map of
1he corresponding DNA sequence. C, sequencing strategy of the·3 kb fragment.
corresponded to the amino acid residue 96 of the mature protein.
A lambda phage vector was used to clone the 5'-end of the
gene. Southern blot analysis of B. licheniformis 6816 DNA has
revealed a ~I site approximately 0.7 kb from the EcoRI site
(data not shown). Chromosomal DNA was partially digested with
~u3A and separated by a sucrose gradient. Fragments in the 10
to 20 kb range were ligated into lambda 47.1 (13) digested with
~HI. The plaques were screened by hybridization with the 0.6
kb subtilisin gene fragment. 8 plaques were identified as
POsitive and restriction analysis of one of the clones showed
the expected 0.7 kb EcoRI/StuI-fragment. This fragment was
sUbcloned into pUC8 -;1vin~he plasmid pSUB2. Partial DNA
sequence analysis from the StuI site showed that pSUB2 containedth -e whole 5'-end of the structural gene.
!!pression of the intact structural gene in B. subtilis.
In order to express a functional enzyme the gene was
introduced into B. subtilis 168. The 1.3 kb StuI/HaeIII
8917
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fragment was assembled from the 0.7 kb StuI/EcoRI and the 0.6 kb
EcoRI/HaeIII fragments and inserted into a derivative of the
Bacillus vector pBD64 (14). After transformation into competent
B. subtilis 168, restriction analysis of one plasmid, pSUB3,
purified from a chloramphenicol resistant clone, revealed the
expected 1.3 kb insert. However, when this clone was grown
overnight and the culture medium was tested on milk agar plates,
no enlarged clearing zone was observed around the well,
suggesting that this plasmid cannot direct synthesis of
extracellular protease. A B. subtilis promoter, was therefore
inserted upstream of the structural gene of plasmid pSUB3 (data
to be published elsewhere). B. subtilis host cells containing
this plasmid, pSUB4, gave large clearing zones on milk agar
plates when tested in the same way. Furthermore, the protein
content of the culture medium of the B. subtilis host cells
containing plasmids pSUB3 and pSUB4 were analyzed by SDS-
polyacrylamide electrophoresis. This showed that cells
containing pSUB4, but not pSUB3, produce an additional protein
comigrating with subtilisin Carlsberg from B. licheniformis
(data not shown). These results suggest that the 5'-region of
the cloned gene does not contain functional signals for
transcription in B. subtilis, but when a B. subtilis promoter is
provided the enzymatically active protease is produced.
DNA sequence analysis.
Using the strategy outlined in Fig. 1C, the entire gene was
sequenced according to the dideoxy method (20). The complete
nucleotide sequence of the StuI/HaeIII-fragment is shown in Fig.
2. Starting from a double ATG initiator codon at nucleotide 109,
there is an open reading frame of 1137 nucleotides terminating
in a TAA stop codon at nucleotide 1246. The total protein
consists of 379 amino acids with a molecular weight of 38,910.
The ATG codons are preceeded by two overlapping sequences
complimentary to the 3'-end of 16S rRNA of B. subtilis. In
genes from Gram positive organisms, the distance between the A
in the consensus sequence GGAGG of the ribosomal binding
sequence and the initiation codon is around 10 nucleotides
(15,26). Consequently, although we have not shown that the first
ATG codon is used to initiate translation, the spacing to the
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Fig. 2. Nucleotide and amino acid sequence of the subtilisin
Carl~berg gene. Numbering of the amino acids starts at the N-
term~nal of the mature protein. Two possible ribosomal binding
sequences (••• ) and a possible transcription termination
sequence (---) are indicated. The amino acids that are different
compared to the published sequence of the mature protein are
S(hSow)n.The putitative starting residues of the signal sequence
i P, the pro-region (PRO) and the mature protein (MATURE) arendicated.
two ribosomal binding sequences (12 and 9 nucleotides,
respectively) suggests that this codon is used.
Although the expression data in B. subtilis suggests that a
functional promoter does not exist in the 5'-flanking region of
the gene, a number of sequences similar to promoters known to be
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functional in B. subtilis can be found. An attractive sigma-43
promoter can be found at nucleotides 34 to 39 (-35) and 57 to 61
(-10), respectively. 5 out of 6 nucleotides are in both cases
identical to the consensus sequence (TTGACA and TATAAT) and the
spacing is the expected 17 nucleotides. In addition, there is a
possible sigma-37 promoter at position 48 to 67 in which 8 out
of 10 nucleotides are identical to the -10 consensus sequence
GGAATTGTTT (11). However, no -35 region similar to the consensus
of sigma-37 promoters can be detected upstream from the
putitative -10 region.
The structural gene is followed by a palindromic sequence
indicating a transcription termination signal as shown in Fig. 2
(---). The sequence is terminated in a stretch of T-rich
residues and the free energy of the hairpin structure is -21.1
kcal/mole (22), similar to other Gram positive termination
signals (9,10,27,28).
The deduced amino acid sequence.
The amino acid sequence deduced from the DNA sequence is
shown in Fig. 2. The sequence reveals an overall structure
similar to the subtilisin BPN' (9,10), including a 29 residue
signal peptide followed by a 76 residue highly charged pro-
region. The size of these regions in BPN' is 30 and 71 residues,
respectively (9,10). Smith et a1. have shown (6) that 84
residues are different between the amino acid sequence of
subtilisin Carlsberg and BPN'. For the deduced sequence
presented here, 81 out of the 84 residues are identical to the
Carlsberg sequence. Furthermore, the proline residue reported to
be missing at position 56 of subtilisin Carlsberg, as compared
to BPN' (6), is lacking in the deduced sequence (Fig. 2). Thus,
the predicted mature protein consists of the expected 274
residues, in contrast to the 275 residues of subtilisin BPN'.
This confirms that the cloned gene is coding for subtilisin
Carlsberg, as expected from the reactivity of the gene product
to anti-subtilisin Carlsberg antisera.
The amino acid residues that differ from the earlier
published protein sequence of the mature subtilisin
(6) are also indicated in Fig. 2. There are
differences observed, at residues 102,128,157,160
Carlsberg
only five
and 211.
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Most of them involve serine and aspargine
according to the authors (6), were hard to
residues,
determine
which,
by the
protein sequence method employed. However, since most of the
differences can be explained by single point mutations, some of
the divergence could be due to strain variation. Recently, the
complete protein sequence of another Carlsberg-like subtilisin
was reported (8). It is interesting to note that this enzyme,
called subtilisin DY, contains a threonine, a proline and a
serine at position 102, 128 and 157, respectively. Thus the
residues at these postions are identical to the sequence
reported here~
The signal sequence.
The putative signal sequence (Fig. 2) has similar
properties to other signal sequences from Gram positive
bacteria. This includes a basic N-terminal segment followed by a
stretch of uncharged residues~ The cleavage site most frequently
follows the (-3,-1) rule, giving cleavage preferentially after
the residues Ala-X-Ala (29). Based on this rule and other
structural considerations (30), we predict that the signal
peptidase processing occurs after the residues Ala-Ser-Ala as
shown in Fig. 2. Abrahmsen et al. (31) have shown, that Gram
Positive signal peptides are unusual both in length and charge
compared with other prokaryotic and eukaryotic organisms. The
fact that the charge of the N-terminus is +3 and the size is 29,
therefore demonstrates that the proposed subtilisin Carlsberg
signal peptide is typical for Gram positive bacteria.
liomology plot analysis.
The complete amino acid sequence of four subtilisins have
so far been determined, namely subtilisin Carlsberg, subtilisin
BPN', subtilisin amylosacchariticus and subtilisin OY (8).
Comparisons of their primary sequences have revealed that 62.5 J
of all residues in these four subtilisins are identical. The
structural studies also showed that the subtilisins may be
divided into two groups according to their mutual similarities,
i.e.
and
aCid
the
subtilisin DY and Carlsberg into one, and subtilisin BPN'
amylosacchariticus into another (8). However, many amino
similarities were also observed between, rather than within
groups, i.e. 14 of the substitutions between BPN' and
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Fig. 3. Dot matrix comparison between the genes encoding
subtilisin Carlsberg and BPN'. Each dot represents the center of
a 21 nucleotide stretch where at least 14 nucleotides are
identical (21). The numbers refer to the sequence of the
subtilisin Carlsberg (Fig. 2) and subtilisin BPN' (9). A
schematic drawing of the coding gene is shown for each axis with
relevant features. The position of the amino acids (Asp, His
and Ser) of the active site of the enzyme (1) is indicated.
structural
therefore
development
have followed
amylosacchariticus are identical between BPN' and Carlsberg. The
of the different subtilisins must
specific phylogenetic paths from a
common ancestral precursor.
In order to clarify the structural homologies between the
genes encoding BPN' and Carlsberg, homology plot analysis (27)
was performed. As the genes probably have evolved from a common
ancestral gene, a homologous region may imply evolutionary
pressure to retain the amino acids. When the DNA sequences of
subtilisin BPN' (9) and subtilisin Carlsberg (from Fig. 2) were
analyzed, the plot shown in Fig. 3 was obtained. This reveals
that the two sequences are highly conserved in the coding region
for the mature protein as already suggested by the amino acid
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sequences (6), but little homology is found in the 51 and 31
flanking regions of the gene. The 31-end of the coding region
can actually be distinguished simply by the sudden lack of
homology between the sequences. In the 51-end, the border
between homologous regions and non-homologous regions is less
defined. A conserved region can be observed in the C-terminal
part of the pro-region, suggesting that there is a strong
evolutionary pressure to retain the structure of this part of
the protein. This region may be recognized by a proteolytic
enzyme during maturation. In contrast, relatively little
homology can be observed in the part coding for the N-terminus
of the pro-region~ The signal sequence has also diverged
considerably between the two sequences confirming that signal
peptides can vary considerably in primary structure (29).
It has been proposed from the analysis of the protein
sequence (6) that subtilisins contain repetitions suggesting
that the protein has evolved through amplification followed by
pOint mutations. Detailed analysis of the DNA sequences that
would be remnants of gene duplications, and especially searching
for similar nucleotides in the wobble position of the codons,
did not reveal any relationship (data not shown). This
hypothesis can also be tested by comparing the DNA sequence of
the gene with itself using a homology plot similar to the one
shown in Fig. 3. Internal homology will show up as parallel
lines outside the line of identity (29). Analysis of both the
Carlsberg and the BPNI sequences did not reveal any related
internal sequences (data not shown).
~econdary structure predictions.
Based on the primary amino acid sequence of the different
subtilisins predictions of secondary stucture according to Chou
and Fasman (32) and hydrophobicity according to Kyte and
Dolittle (33) were performed. The result for the first 120
residues of subtilisin DY, BPNI and Carlsberg, are shown in Fig.
4. A remarkable similarity of ~- and ~-structures, as well as
hYdrophobicity, between the three proteases were encountered, in
spite of the diverged primary sequence in particular between
Carlsberg and the other two. The hydrophobicity prediction for
the signal sequences show the expected pattern of a hydrophilic
(basic) N-terminus followed by a hydrophobic stretch of
8923
Nucleic Acids Research
SUBTILISIN E PRO SEQUENCE MATURE
SUBTILISIN BPN'
SUBTILISIN
CARLSBERG
Fig. 4. Secondary predictions of the gene encoding the N-
terminal part of subtilisin DY (11), BPN' (9) and Carlsberg
(this paper). Each diagram show from top to bottom a schematic
drawing of the coding regions,the amino acid sequence, the
r-esi due s that break or form oo-heli x structures, the probability
for O(-structures and ~-structures (30), respectively, the
residues that break and form ~-structures and the hydrophobicity
of the sequence (31).
approximately 20 residues. The proposed peptidase cleavage site
is for all three proteins located at the border between
hydrophobic and hydrophilic sequences. All three sequences
predict an O(-helix structure ~round this site, but the possible
functional significance of this is unclear.
The homology plot analysis revealed little homology in the
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N-terminal end of the pro-region of subtilisin BPN' and
Carlsberg. A comparison residue for residue yields around 60J
homology. It is therefore interesting that the predictions of
secondary structure show high similarities throughout the whole
pro-region (Fig. 4). This indicates that the tertiary structure
of this region is conserved. Furthermore, certain stretches of
amino acids are identical in all three proteins, i.e. the
sequence Tyr-lle-Val-Gly-Phe-Lys which is 10 residues from the
signal peptidase cleavage site. This sequence may be involved in
protein interaction during maturation of the preprotein and thus
under strong evolutionary pressure.
In this paper, we have characterized the gene encoding
subtilisin Carlsberg. The gene coding for subtilisin BPN' has
previously been characterized (9,10). Having both genes, it is
now possible to perform refined biochemical studies with genetic
approaches to reveal how serine proteases distinguish between
different substrates or why the kinetic parameters for these two
enzymes are significantly different for some substrates (1).
Site-specific mutagenesis can be used to establish the
biochemical basis for these differences. Furthermore, it might
be Possible to produce hybrid protein between the two enzymes
with altered enzymatic activities. As the subtilisin can be
Used for stereo-specific hydrolysis of organic molecules, such
studies might create new enzymes engineered to specifically
catalyze these reactions.
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APPENDIX 3
Determination of mRNA Start Site By Primed cDNA Synthesis
As discussed in III.8.2, the 51 mapping data indicated that
there were 2 subtilisin Carlsberg transcriptional start sites,
and their location could be approximated (Fig.14: P1,P2;
Fig.26).
To ascertain more precisely where the postulated P1 and P2 were
situated, cDNA was made in collaboration with Helle W~ldike, by
the method described briefly below (see II.18 for details). A
51-labelled 16-mer synthetic primer (indicated in Fig.14, com-
plementary to bases 393 to 409), reverse transcriptase, and T12
RNA from MFJ29 were used.
The labelled cDNA was visualized on, and isolated from, a 20%
denaturing gel (Fig.42a, 4 hour exposure). Note that there is
only one band in the region which would correspond to a strand
terminating in the region of P1 or P2. This strand has an
estimated length of 105 b, judging from the labelled markers.
Upon prolonged exposure, a second, discrete, shorter fragment
was detected. It seemed to be about 50 b long. It may be ac-
counted for either by premature termination, possibly due to
template 20 structure, or more probably to primed synthesis
on the ·wrong" template.
The upper cDNA band was excised after autoradiography and ex-
tracted from the gel (c.5cps recovered), and the purine sequen-
cing reaction performed (II.14.1). The products were.analysed
on an 10% 40cm. denaturing gel. Chemical sequencing reactions
of another, unrelated fragment were used as size markers (Fig.
42B) .
Comparison with the known sequence (Fig.14, coding strand
shown) reveals that the cDNA terminates at bases 297 and 298
(on the strand complementary to that shown in Fig.14). The last
chemical reaction product that can be seen (Fig.42B), corres-
FIGURE 42: PRECISE TRANSCRIPTIONAL START SITE DETERMI-
NATION BY cDNA SYNTHESIS AND SEQUENCING
(A) cDNA SYNTHESIS
cDNA was synthesized from primer
299 on MFJ29 T12 RNA. Products
of the reverse transcriptase re-
action were electrophoresed on a
20% denaturing gel and visualized
by autoradiography.
outer lanes: pBR322/ MspI
size markers
central lane: cDNA
broad arrow: species whose
sequence is shown below in
(B) •
fine arrow: position of lass
intense 2nd species
(B) cDNA SEQUENCING
The cDNA of approx. 105b
was excised from gel shown
in (A) and subjected to the
A&G reaction (11.14.1).
Maxam and Gilbert sequencing
reactions of Fragment X were
used as markers.
The results of the chemical
sequencing were analysed on
a 10% denaturing gel.
lane 1: cDNA A&G reaction
lanes 2 to 5: Fragment X,
resp. G,A&G,T&C and C reac-
tions.
The arrow shows the position
of the last G that can be
read off the cDNA. The pu-
rine pattern shown in lane 1
should be compared with the
pattern of pyrimidines in
the subtilisin Carlsberg
sequence 5~to the coding re-
gion shown in Figure 14.
b
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ponds to a l~lled chain endinq at the C (or properly, C in
eDNA), at base 299. At a distance of 2 nt from this fraqment
(as estimated from the marker tracks), is an intense band (=
unreacted full-length l~lled cDNA). This resolves into 2
discrete bands on brief exposure (not shown). There appears
thus to be a heterogeneity of 1 nt in the lenqth of the cDNA
synthesized. This may be an artefact of the synthesis, or else
reflect heterogeneity in the template.
Base 297 must be regarded as representinq the closest possible
transcriptional initiation position in relation to the gene co-
ding sequences, since it reflects the minimum length of the
subtilisin-specific mRNA which served as template for cDNA syn-
thesis.
Just before the putative transcriptional start site (bases 286
-291), (and also between 268-273), lies a typical -10 region
for sigma-43 (cf.Table 1). However, at the permitted interval
of 16-18bp upstream from these hexanucleotides (see I.3.4), no
match with the canonical -35 region can be found.
These results illustrate clearly why no expression of subtili-
sin Carlsberg was obtained with clones interrupted at the ~I,
for it lies at most 36 bp from the mRNA start site, and un-
doubtedly is involved in direct interaction with RNA polymerase
(I.3.1).
It remains to be established why a discrepancy exists between
the 51 mapping results (2 well-separated start sites), and the
cDNA synthesis (quite clearly only 1 species - albeit with
microheterogeneity at the 5' end - in the correct size range).
To resolve the question, the S1 experiment ought perhaps to be
repeated, possibly utilizing the NlaIII site, as discussed in
III.8.2.
APPENDIX 4
Transformation of B. licheniformis by Plasmid DNA
It was desirable to have a plasmid transformation system for ~
lichenifor~ both to facilitate cloning (see III.9) and for
studying the expressionof fragments cloned from the organism in
the species of origin.
A protoplast transformation procedure applicable to Bt liche-
nitormis has been described (Akamutsu & Sekiguchi, 1982), where
selection for cmR transformants was on a regeneration medi-
um containing up to 25 microgram/ml of antibiotic.
When transformation of MFJ29 by pC194 was attempted by a modi-
fication of this method (II.4.5), regenerants acquired a Cm-
resistant phenotype regardless whether they had been treated
with plasmid or not. This was not the case with B. subtilis
protoplasts treated in parallel as a control. Some Bacillus
spp. have chromosomally-determined Cm resistance, eg. B.pumi-
~ (Shaw,1975; Harwood et al,1983). It is not known whether ~.
licheniformis is such a species. Cells spread directly on to
Cm-containing plates never display resistance.
Transformation with chromosomal DNA has a longer tradition in
the species (Dubnau & Pollack, 1965). It appears that classes
of spontaneously arising morphological variants differ widely
in their ability to be transformed (Leonard & Mattheis, 1965).
A variety of 8. licheniformis strains that have been used in
transformation studies were acquired from SGSe. They included
5A4,5,13,15,~6,20,21,23,24. These were screened on Penassay
plates containing a variety of antibiotics. The resultsof this
study are found in Table 4. '!11Srewas -flidesP~eadresistanceto low levels
of Iet, Emy, em, and Km.
Different classes of transformable mutants were shown to re-
quire different media for the development of competence (Thorne
& Stull, 1966). The spp. listed above were grown to competence
in both BLSG and NBSG-X as described in 1I.4.4.1.
They were transformed with oligomerized, Gram-positive plasmids
carrying KmR, or cmR, and that had either no homologous chromo-
somal sequences, or else DNA derived from MFJ29. In no case was
a transformant obtained. It was also the experience of Imanaka
et al (1981), that this procedure could not be applied to plas-
mid transformation.
A strain AL20222 was obtained from Apothekenes Laboratorium. It
had been mutagenized and reportedly could take up plasmid DNA
by the method described in 11.4.4.2, using special media. In 3
attempts to transform the strain with pUB110, there were con-
sistently 10x more apparently RmR colonies in test samples
than 'in controls (not treated with plasmid). These colonies
were however not viable upon repeated repurification.
From the antibiotic screen described above, it would appear
that high concentrations of Cm, Km and Tet are suitable for
selection of transformants.
The most promising approach seems to lie in protoplast trans-
formation, with Km rather than Cm selection (Imanaka et aI,
1981; P-E Pederson, personal communication).
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